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SINGLE NUCLEOTIDE POLYMORPHISMS IN GENES 

BACKGROUND OF THE INVENTION 

The genomes of all organisms undergo spontaneous mutation in the course 
of their continuing evolution, generating variant forms of progenitor nucleic acid 
5 sequences (Gusella, Ann. Rev. Biochem, 55, 83 1-854 (1986)). The variant form may 
confer an evolutionary advantage or disadvantage relative to a progenitor form, or 
may be neutral. In some instances, a variant form confers a lethal disadvantage and 
is not transmitted to subsequent generations of the organism. In other instances, a 
variant form confers an evolutionary advantage to the species and is eventually 

10 incorporated into the DNA of many or most members of the species and effectively 
becomes the progenitor form. In many instances, both progenitor and variant 
form(s) survive and co-exist in a species population. The coexistence of multiple 
forms of a sequence gives rise to polymorphisms. 

Several different types of polymorphism have been reported. A restriction 

15 fragment length polymorphism (RFLP) is a variation in DNA sequence that alters 
the length of a restriction fragment (Botstein et aL, Am. J. Hum. Genet. 32, 314-331 
( 1 980)). The restriction fragment length polymorphism may create or delete a 
restriction site, thus changing the length of the restriction fragment, RFLPs have 
been widely used in human and animal genetic analyses (see WO 90/13668; 

20 W090/1 1369; Donis-Keller, Cell 51, 319-337 (1987); Lander et a/.. Genetics 121, 
85-99 (1989)). When a heritable trait can be linked to a particular RFLP, the 
presence of the RFLP in an individual can be used to predict the likelihood that the 
animal will also exhibit the trait. 

Other polymorphisms take the form of short tandem repeats (STRs) that 

25 include tandem di-, tri- and tetra-nucleotide repeated motifs. These tandem repeats 
are also referred to as variable number tandem repeat (VNTR) polynaorphisms. 
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VNTRs have been used in identity and paternity analysis (US 5,075,217; Armour et 

FEBSLett, 307, 113-115 (1992); Horn et aL, WO 91/14003; Jeffreys, EP 
370,719), and in a large number of genetic mapping studies. 

Other polymorphisms take the form of single nucleotide variations between 

5 individuals of the same species. Such polymorphisms are far more frequent than 
RFLPs, STRs and VNTRs. Some single nucleotide polymorphisms (SNP) occur in 
protein-coding nucleic acid sequences (coding sequence SNP (cSNP)), in which 
case, one of the polymorphic forms may give rise to the expression of a defective or 
otherwise variant protein and, potentially, a genetic disease. Examples of genes in 

10 which polymorphisms within coding sequences give rise to genetic disease include 
p-globin (sickle cell anemia), apoE4 (Alzheimer's Disease), Factor V Leiden 
(thrombosis), and CFTR (cystic fibrosis). cSNPs can alter the codon sequence of the 
gene and therefore specify an alternative amino acid. Such changes are called 
"missense" when another amino acid is substituted, and "nonsense" when the 

1 5 alternative codon specifies a stop signal in protein translation. When the cSNP does 
not alter the ammo acid specified the cSNP is called "silent". 

Other single nucleotide polymorphisms occur in noncoding regions. Some of 
these polymorphisms may also resuh in defective protein expression (e.g., as a result 
of defective splicing). Other single nucleotide polymorphisms have no phenotypic 

20 effects. Single nucleotide polymorphisms can be used in the same manner as 
RFLPs and VNTRs, but offer several advantages. Single nucleotide polymorphisms 
occur with greater frequency and are spaced more uniformly throughout the genome 
than other forms of polymorphism. The greater frequency and uniformity of single 
nucleotide polymorphisms means that there is a greater probability that such a 

25 polymorphism will be found in close proximity to a genetic locus of interest than 
would be the case for other polymorphisms. The different forms of characterized 
single nucleotide polymorphisms.are often easier to distinguish than other types of 
polymorphism (e.g., by use of assays employing allele-specific hybridization probes 
or primers). 

30 Only a small percentage of the total repository of polymorphisms in humans 

and other organisms has been identified. The limited number of polymorphisms 
identified to date is due to the large amount of work required for their detection by 
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conventional methods. For example, a conventional approach to identifying 
polymorphisms might be to sequence the same stretch of DNA in a population of 
individuals by dideoxy sequencing. In this type of approach, the amount of work 
increases in proportion to both the length of sequence and the number of individuals 
5 in a population and becomes impractical for large stretches of DNA or large 
numbers of persons. 

SUMMARY OF THE INVENTION 

Woric described herein pertains to the identification of polymorphisms v^^hich 
can predispose individuals to disease, by resequencing large numbers of genes in a 

1 0 large number of individuals. Various genes fi-om a number of individuals have been 
resequenced as described herein, and SNPs in these genes have been discovered (see 
the Table and Fig. 3). Some of these SNPs are cSNPs which specify a different 
amino acid sequence, some of the SNPs are silent cSNPs and some of these cSNPs 
specify a stop signal in protein translation. Some of the identified SNPs were 

1 5 located in non-coding regions. 

The invention relates to a gene which comprises a single nucleotide 
polymorphism at a specific location. In a particular embodiment the invention 
relates to the variant allele of a gene having a single nucleotide polymorphism, 
which variant allele differs fi-om a reference allele by one nucleotide at the site(s) 

20 identified in the Table and Fig. 3. Complements of these nucleic acid sequences are 
also included. The nucleic acid molecules can be DNA or RNA, and can be double- 
or single-stranded. Nucleic acid molecules can be, for example, 5-10, 5-15, 10-20, 
5-25, 10-30, 10-50 or 10-100 bases long. 

The invention further provides allele-specific oligonucleotides that hybridize 

25 to the reference or variant allele of a gene comprising a single nucleotide 

polymorphism or to the complement thereof. These oligonucleotides can be probes 
or primers. 

The invention further provides a method of analyzing a nucleic acid fix)m an 
individual. The method determines which base is present at any one of the 
30 polymorphic sites shown in the Table and/or Fig. 3. Optionally, a set of bases 
occupying a set of the polymorphic sites shown in the Table and /or Fig. 3 is 
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determined. This type of analysis can be performed on a number of individuals, 
who are tested for the presence of a disease phenotype. The presence or absence of 
disease phenotype is then correlated with a base or set of bases present at the 
polymorphic site or sites in the individuals tested. 
S Thus, the invention further relates to a method of predicting the presence, 

absence, likelihood of the presence or absence, or severity of a particular phenotype 
or disorder associated with a particular genotype. The method comprises obtaining a 
nucleic acid sample from an individual and determining the identity of one or more 
bases (nucleotides) at polymorphic sites of genes described herein, wherein the 

1 0 presence of a particular base is correlated with a specified phenotype or disorder, 
thereby predicting the presence, absence, likelihood of the presence or absence, or 
severity of the phenotype or disorder in the individual. 

The thrombospondins are a family of extracellular matrix (ECM) 
glycoproteins that modulate many cell behaviors including adhesion, migration, and 

15 proliferation. Thrombospondins (also known as thrombin sensitive proteins or 
TSPs) are large molecular weight glycoproteins composed of three identical 
disulfide-linked polypeptide chains. The results described herein also reveal an 
important association between alterations, particularly SNPs, in TSP genes, 
particularly TSP- 1 and TSP-4, and vascular disease. In particular, SNPs in these 

20 genes which are associated with premature coronary artery disease (CAD)(or 
coronary heart disease) and myocardial infarction (MI) have been identified and 
represent a potentially vital marker of upstream biology influencing the complex 
process of atherosclerotic plaque generation and vulnerability. 

Thus, the invention relates to the TSP gene SNPs identified as described 

25 herein, both singly and in combmation, as well as to the use of these SNPs, and 
others in TSP genes, particularly those nearby in linkage disequilibrium with these 
SNPs, for diagnosis, prediction of clinical course and treatment response for 
vascular disease, development of new treatments for vascular disease based upon 
comparison of the variant and normal versions of the gene or gene product, and 

30 development of cell-culture based and animal models for research and treatment of 
vascular disease. The invention further relates to novel compounds and 
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pharmaceutical compositions for use in the diagnosis and treatment of such 
disorders. In preferred embodiments, the vascular disease is CAD or MI. 

The invention relates to isolated nucleic acid molecules comprising all or a 
portion of the variant allele of TSP-1 (e.g., as exemplified by SEQ ID NO: 1), and to 
5 isolated nucleic acid molecules comprising all or a portion of the variant allele of 
TSP-4 (e.g., as exemplified by SEQ ED NO: 3). Preferred portions are at least 10 
contiguous nucleotides and comprise the polymorphic site, e.g., a portion of SEQ ID 
NO: 1 which is at least 10 contiguous nucleotides and comprises the "G" at position 
2210, or a portion of SEQ ID NO: 3 which is at least 10 contiguous nucleotides and 
10 conyjrises the "C" at position 1 1 86. The invention fiirther relates to isolated gene 
products, e.g., polypeptides or proteins, which are encoded by a nucleic acid 
molecule comprising all or a portion of the variant allele of TSP-1 or TSP-4 (e.g., 
SEQ ID NO: 1 or SEQ ID NO: 3, respectively). The invention also relates to 
nucleic acid molecules which hybridize to and/or share identity with the variant 
15 alleles identified herein (or their complements) and which also comprise the variant 
nucleotide at the SNP site. 

The invention further relates to isolated proteins or polypeptides comprising 
all or a portion of the variant amino acid sequence of TSP-1 (e.g., as exemplified by 
SEQ ID NO: 2), and to isolated proteins or polypeptides comprising all or a portion 
20 of the variant amino acid sequence of TSP-4 (e.g., as exemplified by SEQ ED NO: 
4). Preferred polypeptides are at least 10 contiguous amino acids and comprise the 
polymorphic amino acid, e.g., a portion of SEQ ID NO: 2 which is at least 10 
contiguous amino acids and comprises the serine at residue 700, or a portion of SEQ 
ID NO: 4 which is at least 10 contiguous amino acids and comprises the proline at 
25 residue 387. The invention fiirther relates to isolated nucleic acid molecules 

encoding such proteins and polypeptides, as well as to antibodies which bind, e.g., 
specifically, to such proteins and polypeptides. 

The invention fiirther relates to a method of diagnosing or aiding in the 
diagnosis of a disorder associated with the presence of one or more of (a) a G at 
30 nucleotide position 2210 ofSEQ ID NO: 1; or (b) a C at nucleotide position ll86of 
SEQ ID NO: 3 in an individual. The method comprises obtaining a nucleic acid 
sample from the individual and determining the nucleotide present at one or more of 
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the indicated nucleotide positions, wherein presence of one or more of (a) a G at 
nucleotide position 2210 of SEQ ID NO: 1; or (b) a C at nucleotide position 1 186 of 
SEQ ID NO: 3 is indicative of increased likelihood of said disorder in the individual 
as compared with an appropriate control,. e.g., an individual having the reference 
5 nucleotide at one or more of said positions. In a particular embodiment the disorder 
is a vascular disease selected firom the group consisting of atherosclerosis, coronary 
heart or artery disease, MI, stroke, peripheral vascular diseases, venous 
thromboembolism and pulmonary embolism. In a preferred embodiment, the 
vascular disease is selected from the group consisting of CAD and MI. 

10 The invention further relates to a method of diagnosing or aiding in the 

diagnosis of a disorder associated with one or more of (a) a G at nucleotide position 
2210 of SEQ ID NO: 1; or (b) a C at nucleotide position 1 186 of SEQ ID NO: 3 in 
an individual. The method comprises obtaining a nucleic acid sample from the 
individual and determining the nucleotide present at one or more of the indicated 

15 nucleotide positions, wherein presence of one or more of (a) an A at nucleotide 
position 2210 of SEQ ID NO: 1 ; or (b) a G at nucleotide position 1 186 of SEQ ID 
NO: 3 is indicative of decreased likelihood of said disorder in the individual as 
compared with an appropriate control, e.g., an individual having the variant 
nucleotide at said position. In a particular embodiment the disorder is a vascular 

20 disease selected from the group consisting of atherosclerosis, coronary heart or 
artery disease, MI, stroke, peripheral vascular diseases, venous thromboembolism 
and pulmonary embolism. In a preferred embodiment, the vascular disease is 
selected from the group consisting of CAD and MI. 

In one embodiment, the invention relates to a method for predicting the 

25 likelihood that an individual will have a vascular disease (or aiding in the diagnosis 
of a vascular disease), comprising the steps of obtaining a DNA sample from an 
individual to be assessed and determining the nucleotide present at one or more of ^ 
nucleotide positions 2210 of SEQ ID NO: 1 or 1 186 of SEQ ID NO: 3. The 
presence of the reference nucleotide at one or more of these positions indicates that 

30 the individual has a lower likelihood of having a vascular disease than an individual 
haying the variant nucleotide at one or more of these positions, or a lower likelihood 
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of having severe symptomology. In a particular embodiment, the individual is an 
individual at risk for development of a vascular disease. 

The invention further relates to a method of diagnosing or aiding in the 
diagnosis of a disorder associated with the presence of one or more of (a) a serine at 
5 amino acid position 700 of SEQ ID NO: 2; or (b) a proline at amino acid position 
387 of SEQ ED NO: 4 in an individual. The method comprises obtaining a 
biological sample containing the TSP-1 and/or TSP-4 protein or relevant portion 
thereof from the individual and determining the amino acid present at one or more of 
the indicated amino acid positions, wherein presence of one or more of (a) a serine at 

10 amino acid position 700 of SEQ ID NO: 2; or (b) a proline at amino acid position 
387 of SEQ ID NO: 4 is indicative of increased likelihood of said disorder in the 
individual as compared with an appropriate control, e.g,, an individual having the 
reference amino acid at one or more of said positions. 

The invention further relates to a method of diagnosing or aiding in the 

1 S diagnosis of a disorder associated with one or more of (a) a serine at amino acid 
position 700 of SEQ ED NO: 2; or (b) a proline at amino acid position 387 of SEQ 
ID NO: 4 in an individual The method comprises obtaining a biological sample 
containing the TSP-1 and/or TSP-4 protein or relevant portion thereof from the 
individual and determining the amino acid present at one or more of the indicated 

20 amino acid positions, wherein presence of one or more of (a) an asparagine at amino 
acid position 700 of SEQ ID NO: 2; or (b) an alanine at amino acid position 387 of 
SEQ ID NO: 4 is indicative of decreased likelihood of said disorder in the individual 
as compared with an appropriate control, e.g., an individual having the variant 
amino acid at one or more of said positions. 

25 In one embodiment, the invention relates to a method for predicting the 

likelihood that an individual will have a vascular disease (or aiding in the diagnosis 
of a vascular disease), comprising the steps of obtaining a biological sample 
comprising the TSP-1 and/or TSP-4 protein or relevant portion thereof from an 
individual to be assessed and determining the amino acid present at one or more of 

30 amino acid positions 700 of SEQ ID NO: 2 or 387 of SEQ ID NO: 4. The presence 
of the reference amino acid at one or more of these positions indicates that the 
individual has a lower likelihood of having a vascular disease than an individual 
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having the variant amino acid at one or more of these positions, or a lower 
likelihood of having severe symptpmology. In a particular embodiment, the 
individual is an individual at risk for development of a vascular disease. 

In another embodiment, the invention relates to pharmaceutical compositions 
5 comprising a reference TSP-1 and/or TSP-4 gene or gene product, or active portion 
thereof, for use in the treatment of vascular diseases. The invention further relates to 
the use of agonists and antagonists of TSP-1 and TSP-4 activity for use in the 
treatment of vascular diseases. In a particular embodiment the vascular disease is 
selected from the group consisting of atherosclerosis, coronary heart or artery 
10 disease, MI, stroke, peripheral vascular diseases, venous thromboembolism and 
pulmonary embolism. In a preferred embodiment, the vascular disease is selected 
jEix)m the group consisting of CAD and MI, 

BRIEF DESCRIPTION OF THE DRAWINGS 

Figs. 1 A-ID show the reference nucleotide (SEQ ID NO: 1) and amino acid 
15 (SEQ ID NO: 2) sequences for TSP-1. 

Figs. 2A-2C show the reference nucleotide (SEQ ID NO: 3) and amino acid 

(SEQ ID NO: 4) sequences for TSP-4. 

Fig. 3 shows a table providing detailed information about the SNPs identified 

herein. Column one shows the internal polymorphism identifier. Column two 
20 shows the accession number for the reference sequence in the TIGR database 

(http://www,tigr.org/tdb/hgi/searching/hgi_reports.html). Column three shows the 

nucleotide position for the SNP iste. Column four shows the gene in which the 

polymorphism was identified. Column five shows the polymorphic site and 

additional flanking sequence on each side of the polymorphism. Column six shows 
25 the type of mutation produced by the polymorphism. Columns seven and eight 

show the reference and alternate (variant) nucleotides, respectively, for the SNP. 

Colunms nine and ten show the reference and altemate (variant) amino acids, 

respectively, encoded by the alleles of the gene. 
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DETAILED DESCRIPTION OF THE INVENTION 

. The present invention relates to a gene which comprises a single nucleotide 
polymorphism (SNP) at a specific location. The gene which includes the SNP has at 
least two alleles, referred to herein as the reference allele and the variant allele. The 
S reference allele (prototypical or wild type allele) has been designated arbitrarily and 
typically corresponds to the nucleotide sequence of the gene which has been 
deposited with GenBank or TIGR under a given Accession number. The variant 
allele differs from the reference allele by one nucleotide at the site(s) identified in 
the Table. The present invention also relates to variant alleles of the described genes 
10 and to complements of the variant alleles. The invention also relates to nucleic acid 
molecules which hybridize to and/or share identity with the variant alleles identified 
herein (or their complements) and which also comprise the variant nucleotide at the 
SNP site. 

The invention further relates to portions of the variant alleles and portions of 

1 5 complements of the variant alleles which comprise (encompass) the site of the SNP 
and are at least 5 nucleotides in length. Portions can be, for example, 5-10, 5-15, 10- 
20, 5-25, 10-30, 10-50 or 10-100 bases long. For example, a portion of a variant 
allele which is 21 nucleotides in length includes the single nucleotide polymorphism 
(the nucleotide which differs fi-om the reference allele at that site) and twenty 

20 additional nucleotides which flank the site in the variant allele. These nucleotides 
can be on one or both sides of the polymoiphism. Polymorphisms which are the 
subject of this inyention are defined in the Table with respect to the reference 
sequence deposited in GenBank or TIGR under the Accession number indicated. 
For example, the invention relates to a portion of a gene (e.g., AT3) having a 

25 nucleotide sequence as deposited in GenBank (e.g., Ul 1270) comprising a single 
nucleotide polymorphism at a specific position (e.g., nucleotide 1 1918). The 
reference nucleotide for AT3 is shown in column 8, and the variant nucleotide is 
shown in column 9 of the Table. The nucleotide sequences of the invention can be 
double- or single-stranded. 

30 The invention fiirther provides allele-specific oligonucleotides that hybridize 

to the reference or variant allele of a gene comprising a single nucleotide 
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polymorphism or to the complement thereof. These oligonucleotides can be probes 
or primers. 

The invention further provides a method of analyzing a nucleic acid from aii 
individual. The method determines which base is present at any one of the 
5 polymorphic sites shown in the Table and/or Fig. 3; Optionally, a set of bases 
occupying a set of the polymorphic sites shown in the Table and/or Fig. 3 is 
determined. This type of analysis can be paformed on a number of individuals, 
who are tested for the presence of a disease phenotype. The presence or absence of 
disease phenotype is then correlated with a base or set of bases present at the 

10 polymorphic site or sites in the individuals tested. 

Thus, the invention further relates to a method of predictmg the presence, 
absence, likelihood of the presence or absence, or severity of a particular phenotype 
or disorder associated with a particular genotype. The method comprises obtaining a 
nucleic acid sample from an individual and determining the identity of one or more 

15 bases (nucleotides) at polymorphic sites of genes described herein, wherein the 
presence of a particular base is correlated with a specified phenotype or disorder, 
thereby predicting the presence, absence, likelihood of the presence or absence, or 
severity of the phenotype or disorder in the individual. 

DEFINITIONS 

20 A nucleic acid molecule or oligonucleotide can be DNA or RNA, and single- 

or double-stranded. Nucleic acid molecules and oligonucleotides can be naturally 
occurring or synthetic, but are typically prepared by synthetic means. Preferred 
nucleic acid molecules and oligonucleotides of the invention include segments of 
DNA, or their complements, which include any one of the polymorphic sites shown 

25 in the Table. The segments can be between 5 and 250 bases, and, in specific 
embodiments, are between 5-10, 5-20, 10-20, 10-50, 20-50 or 10-100 bases. For 
example, the segment can be 21 bases. The polymorphic site can occur within any 
position of the segment. The segments can be from any of the allelic forms of DNA 
shown in the Table. 
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As used herein, the terms "nucleotide", "base" and "nucleic acid" are intended 
to be equivalent. The terms "nucleotide sequence", "nucleic acid sequence", 
"nucleic acid molecule" and "segment" are intended to be equivalent. 

Hybridization probes are oligonucleotides which bind in a base-specific 

S manner to a complementary strand of nucleic acid. Such probes include peptide 
nucleic acids, as described in Nielsen et al. Science 254, 1497-1500 (1991). Probes 
can be any length suitable for specific hybridization to the target nucleic acid 
sequence. The most appropriate length of the probe may vary depending upon the 
hybridization method in which it is being used; for example, particular lengths may 

10 be more appropriate for use in microfabricated arrays, while other lengths may be 
more suitable for use in classicd hybridization methods. Such optimizations are 
known to die skilled artisan. Suitable probes and primers can range firom about 5 
nucleotides to about 30 nucleotides in length. For example, probes and primers can 
be 5, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 25, 26, 28 or 30 nucleotides in length. The 

15 probe or primer preferably overlaps at least one polymorphic site occupied by any of 
the possible variant nucleotides. The nucleotide sequence can correspond to the 
coding sequence of the allele or to the complement of the coding sequence of the 
allele. 

As used herein, the term "primer" refers to a single-stranded oligonucleotide 
20 which acts as a pomt of initiation of template-directed DNA synthesis under 
appropriate conditions (e.g., in the presence of four different nucleoside 
triphosphates and an agent for polymerization, such as DNA or RNA polymerase or 
reverse transcriptase) in an appropriate buffer and at a suitable temperature. The 
appropriate length of a primer depends on die intended use of the primer, but 
25 typically ranges firom 1 5 to 30 nucleotides. Short primer molecules generally 
require cooler temperatures to form sufficiently stable hybrid complexes with the 
template. A primer need not reflect the exact sequence of the template, but must be 
sufficiently complementary to hybridize with a template. The term primer site refers 
to the area of the target DNA to which a primer hybridizes. The term primer pair 
30 refers to a set of primers including a 5' (upstream) primer that hybridizes with the 5* 
end of the DNA sequence to be amplified and a 3* (downstream) primer that 
hybridizes with the complement of the 3* end of the sequence to be amplified. 
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As used herein, linkage describes the tendency of genes, alleles, loci or genetic 
maricers to be inherited together as a result of their location on the same 
chromosome. It can be measured by percent recombination between the two genes, 
alleles, loci or genetic markers. 
5 As used herein, polymorphism refers to the occurrence of two or more 

genetically detemiined alternative sequences or alleles in a population. A 
polymorphic marker or site is the locus at which divergence occurs. Preferred 
markers have at least two alleles, each occurring at frequency of greater than 1%, 
and more preferably greater than 10% or 20% of a selected population. A 

10 polymorphic locus may be as small as one base pair. Polymorphic markers include 
restriction fragment length polymorphisms, variable number of tandem repeats 
(VNTR's), hypervariable regions, minisatellites, dinucleotide repeats, trinucleotide 
repeats, tetranucleotide repeats, simple sequence repeats, and insertion elements 
such as Alu. The first identified allelic form is arbitrarily designated as the reference 

IS form and other allelic forms are designated as alternative or variant alleles. The 
allelic form occurring most frequently in a selected population is sometimes referred 
to as the wildtype form. Diploid organisms may be homozygous or heterozygous 
for allelic forms. A diallelic or biallelic polymorphism has two forms. A triallelic 
polymorphism has three forms. 

20 Work described herein pertains to the resequencing of large numbers of genes 

in a large number of individuals to identify polymorphisms which can predispose 
individuals to disease. For example, polymorphisms in genes which are expressed 
in liver may predispose individuals to disorders of the liver. By altering amino acid 
sequence, SNPs may alter the function of the encoded proteins. The discovery of 

25 the SNP facilitates biochemical analysis of the variants and the development of 
assays to characterize the variants and to screen for pharmaceutical that would 
interact directly with one or another form of the protein. SNPs (including silent 
SNPs) also enable the development of specific DNA, RNA, or protein-based 
diagnostics that detect the presence or absence of the polymorphism in particular 

30 conditions. 

A single nucleotide polymorphism occurs at a polymorphic site occupied by a 
single nucleotide, which is the site of variation between allelic sequences. The site 
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is usually preceded by and followed by highly conserved sequences of the allele 
(e.g., sequences that vary in less than l/lOO or 1/1000 members of the populations). 

A single nucleotide polymorphism usually arises due to substitution of one 
nucleotide for another at the polymorphic site. A transition is the replacement of 
5 one purine by another purine or one pyrimidine by another pyrimidine. A 

transversion is the replacement of a purine by a pyrimidine or vice versa. Single 
nucleotide polymorphisms can also arise from a deletion of a nucleotide or an 
insertion of a nucleotide relative to a reference allele. Typically the polymorphic 
site is occupied by a base other than the reference base. For example, where the 

10 reference allele contains the base "T" at the polymorphic site, the altered allele can 
contain a "C", "G" or "A" at the polymorphic site. 

The invention also relates to nucleic acid molecules which hybridize to the 
variant alleles identified herein (or their complements) and which also comprise the 
variant nucleotide at the SNP site. Hybridizations are usually performed under 

15 stringent conditions, for example, at a salt concentration of no more than 1 M and a 
temperature of at least 25**C. For example, conditions of 5X SSPE (750 mM NaCl, 
50 mM NaPhosphate, 5 mM EDTA, pH 7.4) and a temperature of 25-30°C, or 
equivalent conditions, are suitable for allele-specific probe hybridizations. 
Equivalent conditions can be determined by varying one or more of the parameters 

20 given as an example, as knovm in the art, while maintaining a similar degree of 

identity or similarity between the target nucleotide sequence and the primer or probe 
used. 

The invention also relates to nucleic acid molecules which share substantial 
sequence identity to the variant alleles identified herein (or their complements) and 

25 which also comprise the variant nucleotide at the SNP site. Particularly preferred 
are nucleic acid molecules and fi:agments which have at least about 60%, preferably 
at least about 70, 80 or 85%, more preferably at least about 90%, even more 
preferably at least about 95%, and most preferably at least about 98% identity with 
nucleic acid molecules described herein. The percent identity of two nucleotide or 

30 amino acid sequences can be determined by aligning the sequences for optimal 
comparison purposes (eg., gaps can be introduced in the sequence of a first 
sequence). The nucleotides or amino acids at corresponding positions are then 
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compared, and the percent identity between the two sequences is a function of the 
number of identical positions shared by the sequences (/.e., % identity = # of 
identical positions/total # of positions x 100). In certain embodiments, the length of 
a sequence aligned for comparison purposes is at least 30%, preferably at least 40%, 
5 more preferably at least 60%, and even more preferably at least 70%, 80% or 90% of 
the length of the reference sequence. The actual comparison of the two sequences 
can be accomplished by well-known methods, for example, using a mathematical 
algorithm. A preferred, non-limiting example of such a mathematical algorithm is 
described in Karlin et al, Proc, Natl Acad. Set USA, 90:5873-5877 (1993). Such 

10 an algorithm is incorporated into the NBLAST and XBLAST programs (version 2.0) 
as described in Altschul et al. Nucleic Acids Res., 25:389-3402 (1997). When 
utilizing BLAST and Gapped BLAST programs, the default parameters of the 
respective programs (e.^., NBLAST) can be used. See 
http://www.ncbi.nlm.nih.gov. In one embodiment, parameters for sequence 

15 comparison can be set at score=100, wordlength=12, or can be varied (e.g., W=5 or 
W=20). 

The term "isolated" is used herein to indicate that the material in question 
exists in a physical milieu distinct from that in which it occurs in nature. For 
example, an isolated nucleic acid of the invention may be substantially isolated with 

20 respect to the complex cellular milieu in which it naturally occurs. In some 

instances, the isolated material will form part of a composition (for example, a crude 
extract containing other substances), buffer system or reagent mix. In other 
circumstance, the material may be purified to essential homogeneity, for example as 
determined by PAGE or column chromatography such as HPLC. Preferably, an 

25 isolated nucleic acid comprises at least about 50, 80 or 90 percent (on a molar basis) 
of all macromolecular species present. 

L Novel Polymorphisms of the Invention 

Some of the novel polymorphisms of the invention are shown in the Table. 
Columns one and two show designations for the indicated polymorphism. Colunm 
30 three shows the Genbank or TIGR Accession number for the wild type (or reference) 
allele. Column four shows the location of the polymorphic site in the nucleic acid 
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sequence with reference to the Genbank or TIGR sequence shown in column three. 
Column five shows common names for the gene in which the polymorphism is 
located. Column six shows the polymorphism and a portion of the 3* and 5* flanking 
sequence of the gene. Colunm seven shows the type of mutation; N, non-sense, S, 
5 silent, M, missense. Columns eight and nine show the reference and alternate 

nucleotides, respectively, at the polymorphic site. Columns ten and eleven show the 
reference and alternate amino acids, respectively, encoded by the reference and 
variant, respectively, alleles. Other novel polymorphisms of the invention are 
shown in Fig. 3. 

10 n. Analysis of Polymorphisms 
A. Preparation of Samples 

Polymorphisms are detected in a target nucleic acid from an mdividual being 
analyzed. For assay of genomic DNA, virtually any biological sample (other than 
pure red blood cells) is suitable. For example, convenient tissue samples include 
15 whole blood, semen, saliva, tears, urine, fecal material, sweat, buccal, skin and hair. 
For assay of cDNA or mRNA, the tissue sample must be obtained from an organ in 
which the target nucleic acid is expressed. For example, if the target nucleic acid is 
a cytochrome P450, the liver is a suitable source. 

Many of the methods described below require amplification of DNA from 
20 target samples. This can be accomplished by e.g., PCR. See generally PCR 

Technology: Principles and Applications for DNA Amplification (ed. H. A. Erlich, 
Freeman Press, NY, NY, 1992); PCR Protocols: A Guide to Methods and 
Applications (eds. Innis, et aL, Academic Press, San Diego, CA, 1990); Mattila et 
aL, Nucleic Acids Res. 19, 4967 (1991); Eckert et aL, PCR Methods and 
25 Applications 1,17 (1991); PCR (eds. McPherson et aL, JRL Press, Oxford); and 
U.S. Patent 4,683,202. 

Other suitable amplification methods include the ligase chain reaction (LCR) 
(see Wu and Wallace, Genomics 4, 560 (1989), Landegren et al. Science 241, 1077 
(1988), transcription amplification (Kwoh etaL, Proc. Natl. Acad. ScL USA 86, 
30 1 173 (1989)), and self-sustained sequence replication (Guatelli et a/., Proc. Nat. 
Acad. Sci. USA, 87, 1874 (1990)) and nucleic acid based sequence amplification 
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(NASBA). The latter two amplification methods involve isothermal reactions based 
on isothermal transcription, which produce both single stranded RNA (ssElNA) and 
double stranded DNA (dsDNA) as the amplification products in a ratio of about 30 
or 100 to 1, respectively. 

5 B. Detection of Polymorphisms in Target DNA 

There are two distinct types of analysis of target DNA for detecting 
polymorphisms. The first type of analysis, sometimes referred to as de novo 
characterization, is carried out to identify polymorphic sites not previously 
characterized (i.e., to identify new polymorphisms). This analysis compares target 

10 sequences in diflferent individuals to identify points of variation, i.e., polymorphic 
sites. By analyzing groups of individuals representing the greatest ethnic diversity 
among humans and greatest breed and species variety in plants and animals, patterns 
characteristic of the most common alleles/haplotypes of the locus can be identified, 
and the firequencies of such alleles/haplotypes in the population can be determined. 

1 5 Additional allelic frequencies can be determined for subpopulations characterized by 
criteria such as geography, race, or gender. The de novo identification of 
polymorphisms of the invention is described in the Examples section. The second 
type of analysis determines which form(s) of a characterized (known) polymorphism 
are present in individuals under test. There are a variety of suitable procedures, 

20 which are discussed in turn. 

1. AUele-Specific Probes 

The design and use of allele-specific probes for analyzing polymorphisms is 
described by e.g., Saiki et aL, Nature 324, 163-166 (1986); Dattagupta, EP 235,726, 
Saiki, WO 89/1 1548. Allele-specific probes can be designed that hybridize to a 

25 segment of target DNA bom one individual but do not hybridize to the 

corresponding segment from another individual due to the presence of different 
polymoiphic forms in the respective segments fix)m the two individuals. 
Hybridization conditions should be sufficiently stringent that there is a significant 
difference in hybridization intensity between alleles, and preferably an essentially 

30 binary response, whereby a probe hybridizes to only one of the alleles. Some probes 
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are designed to hybridize to a segment of target DNA such that the polymorphic site 
aligns with a central position (e.g., in a 15-mer at the 7 position; in a l6-mer, at 
either the 8 or 9 position) of the probe. This design of probe achieves good 
discrimination in hybridization between different allelic forms. 
5 AUele-specific probes are often used in pairs, one member of a pair showing a 

perfect match to a reference form of a target sequence and the other member 
showing a perfect match to a variant form. Several pairs of probes can then be 
immobilized on the same support for simultaneous analysis of multiple 
polymorphisms within the same target sequence. 

10 2. Tiling Arrays 

The polymorphisms can also be identified by hybridization to nucleic acid 
arrays, some examples of which are described in WO 95/1 1995, One form of such 
arrays is described in the Examples section in connection with de novo identification 
of polymorphisms. The same array or a different array can be used for analysis of 

15 characterized polymorphisms. WO 95/1 1995 also describes subarrays that are 

optimized for detection of a variant form of a precharacterized polymorphism. Such 
a subarray contains probes designed to be? complementary to a second reference 
sequence, which is an allelic variant of the first reference sequence. The second 
group of probes is designed by the same principles as described in the Examples, 

20 except that the probes exhibit complementarity to the second reference sequence. 
The inclusion of a second group (or fiuther groups) can be particularly useful for 
analyzing short subsequences of the primary reference sequence in which multiple 
mutations are expected to occur within a short distance commensurate with the 
length of the probes (e.g., two or more mutations within 9 to 21 bases). 

25 3. Allele-Specific Primers 

An allele-specific primer hybridizes to a site on target DNA overlapping a 
polymorphism and only primes ampUfication of an allelic form to which the primer 
exhibits perfect complementarity. See Gibbs, Nucleic Acid Res, 17, 2427-2448 
(1989). This primer is used in conjunction with a second primer which hybridizes at 

30 a distal site. Amplification proceeds from the two primers, resulting in a detectable 
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product which indicates the particular allelic form is present, A control is usually 
performed with a second pair of primers, one of which shows a single base 
mismatch at the polymorphic site and the other of which exhibits perfect 
complementarity to a distal site. The single-base mismatch prevents amplification 
5 and no detectable product is formed. The method works best when the mismatch is 
included in the 3*-most position of the oHgonucleotide aligned with the 
polymorphism because this position is most destabilizing to elongation from the 
primer (see. e.g.. WO 93/22456). 

4. Direct-Sequencing 

10 The direct analysis of the sequence of polymorphisms of the present invention 

can be accomplished using either the dideoxy chain termination method or the 
Maxam Gilbert method (see Sambrook et aL, Molecular Cloning, A Laboratory 
Manual (2nd Ed., CSHP, New York 1989); Zyskind et al. Recombinant DNA 
Laboratory Manual^ (Acad. Press, 1988)). 

IS 5. Denaturing Gradient Gel Electrophoresis 

Amplification products generated using the polymerase chain reaction can be 
analyzed by the use of denaturing gradient gel electrophoresis. Different alleles can 
be identified based on the different sequence-dependent melting properties and 
electrophoretic migration of DNA in solution. Erlich, ed., PCR Technology, 

20 Principles and Applications for DNA Amplification^ (W.H. Freeman and Co, New 
York, 1992), Chapter 7. 

6. Single-Strand Conformation Polymorphism Analysis 
Alleles of target sequences can be differentiated using single-strand 
conformation polymorphism analysis, which identifies base differences by alteration 
25 in electrophoretic migration of single stranded PCR products, as described in Orita 
et aL, Proc. Nat Acad ScL 86, 2766-2770 (1989). Amplified PCR products can be 
generated as described above, and heated or otherwise denatured, to form single 
stranded amplification products. Single-stranded nucleic acids may refold or form 
secondary structures which are partially dependent on the base sequence. The 
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different electrophoretic mobilities of single-stranded amplification products can be 
related to base-sequence differences between alleles of target sequences. 

7, Single-Base Extension 

An alternative method for identifying and analyzing polymorphisms is based 
5 on single*base extension (SBE) of a fluorescently-labeled primer coupled with 
fluorescence resonance energy transfer (FRET) between the label of the added base 
and the label of the primer. Typically, the method, such as that described by Chen et 
al^ (PNAS 94: 10756-61 (1997), incorporated herein by reference) uses a locus- 
specific oligonucleotide primer labeled on the 5* terminus with S-carboxyfluorescein 

10 (FAM). This labeled primer is designed so that the 3* end is immediately adjacent 
to the polymorphic site of interest. The labeled primer is hybridized to the locus, 
and smgle base extension of the labeled pnmer is performed with fluorescently 
labeled dideoxyribonucleotides (ddNTPs) in dye-terminator sequencing fashion, 
except that no deoxyribonucleotides are present. An increase in fluorescence of the 

IS added ddNTP in response to excitation at the wavelength of the labeled primer is 
used to infer the identity of the added nucleotide. 

m. Methods of Use 

After determining polymorphic form(s) present in an individual at one or more 
polymorphic sites, this information can be used in a number of methods. 

20 A. Forensics 

Determination of which polymorphic forms occupy a set of polymorphic sites 
in an individual identifies a set of polymorphic forms that distinguishes the 
individual. See generally National Research Council, The Evaluation of Forensic 
DMA Evidence (Eds. Pollard et aL, National Academy Press, DC, 1996). The more 

25 sites that are analyzed, the lower the probability that the set of polymorphic forms in 
one individual is the same as that in an unrelated individual. Preferably, if multiple 
sites are analyzed, the sites are unlinked. Thus, polymorphisms of the invention are 
often used in conjunction with polymorphisms in distal genes. Preferred 
polymorphisms for use in forensics are biallelic because the population frequencies 
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of two polymorphic forms can usually be determined with greater accuracy than 
those of multiple polymorphic forms at multi-allelic loci. 

The capacity to identify a distinguishing or unique set of forensic markers in 
an individual is useful for forensic analysis. For example, one can determine 
S whether a blood sample from a suspect matches a blood or other tissue sample from 
a crime scene by determining whether the set of polymorphic forms occupying 
selected polymorphic sites is the same in the suspect and the sample. If the set of 
polymorphic markers does not match between a suspect and a sample, it can be 
concluded (barring experimental error) that the suspect was not the source of the 
10 sample. If the set of markers does match, one can conclude that the DNA from the 
suspect is consistent with that found at the crime scene. If frequencies of the 
polymorphic forms at the loci tested have been determined (e.g., by analysis of a 
suitable population of individuals), one can perform a statistical analysis to 
determine the probability that a match of suspect and crime scene sample would 
15 occur by chance. 

p(ID) is the probability that two random individuals have the same 
polymorphic or allelic form at a given polymorphic site. In biallelic loci, four 
genotypes are possible: AA, AB, BA, and BE. If alleles A and B occur in a haploid 
genome of the organism with frequencies x and y, the probability of each genotype 
20 in a diploid organism is (see WO 95/12607): 
Homozygote: p(AA)= x^ 
Homozygote: p(BB)= / = (1 -x)^ 
Single Heterozygote: p(AB)= p(BA)== xy = x(l-x) 
Both Heterozygotes: p(AB+BA)= 2xy = 2x(l-x) 

25 The probability of identity at one locus (i.e, the probability that two 

individuals, picked at random from a population will have identical polymorphic 
forms at a given locus) is given by the equation: 
p(ID)-(x^)^ + (2xy)2 + (y^)l 

These calculations can be extended for any number of polymorphic forms at a 
30 given locus. For exan^jle, the probability of identity p(ID) for a 3-allele system 
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where the alleles have the frequencies in the population of x, y and z, respectively, is 
equal to the sum of tiie squares of the genotype frequencies: 
p(ID) = + (2xy)^ + (2yz)' + (2xz)^ + + y' 

In a locus of n alleles, the appropriate binomial expansion is used to calculate 
5 p(ID) and p(exc). 

The cumulative probability of identity (cum p(ID)) for each of multiple 
unlinked loci is determined by multiplying the probabilities provided by each locus. 

cum p(ID) - p(IDl)p(ID2)p(ID3).... p(IDn) 

The cumulative probability of non-identity for n loci (i.e. the probability that 
10 two random individuals will be different at 1 or more loci) is given by the equation: 
cum p(nonlD) = 1-cum p(ID). 

If several polymorphic loci are tested, the cumulative probability of non- 
identity for random individuals becomes very high (e.g., one billion to one). Such 
probabilities can be taken into account together with other evidence in determining 
1 5 the guilt or innocence of the suspect. 

B. Paternity Testing 

The object of paternity testing is usually to detennine whether a male is the 
father of a child. In most cases, the mother of the child is known and thus, the 
mother's contribution to the child's genotype can be traced. Paternity testing 

20 investigates whether the part of the child's genotype not attributable to the mother is 
consistent with that of the putative father. Paternity testing can be performed by 
analyzing sets of polymorphisms in the putative father and the child. 

If the set of polymorphisms in the child attributable to the father does not 
match the set of polymorphisms of the putative father, it can be concluded, barring 

25 experimental enor, that the putative father is not the real father. If the set of 
polymorphisms in the child attributable to die father does match the set of 
polymorphisms of the putative father, a statistical calculation can be performed to 
detemiine the probability of coincidental match. 

The probability of parentage exclusion (representing the probability that a 

30 random male will have a polymorphic form at a given polymorphic site that makes 
him incompatible as the father) is given by the equation (see WO 95/12607): 
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p(exc) = xy(Uxy) 

where x and y are the population frequencies of alleles A and B of a biallelic 
polymorphic site. 

(At a triallelic site p(exc) = xy(l-xy) + yz(l- yz) + xz(l-xz)+ 3xyz(l-xyz))), 
5 where x, y and z and the respective population frequencies of alleles A, B and C). 
The probability of non-exclusion is 
p(non-exc) = l-p(exc) 

The cumulative probability of non-exclusion (representing the value obtained 
when n loci are used) is thus: 
10 cum p(non-exc) = p(non-excl)p(non-exc2)p(non-exc3).... p(non-excn) 

The cumulative probability of exclusion for n loci (representing the probability 
that a random male will be excluded) 
cum p(exc) = 1 - cum p(non-exc). 

If several polymorphic loci are included in the analysis, the cumulative 
1 5 probability of exclusion of a random male is very high. This probability can be 
taken into accoimt in assessing the liability of a putative father whose polymorphic 
marker set matches the child's polymorphic marker set attributable to his/her father. 

C. Correlation of Polymorphisms with Phenotypic Traits 

The polymorphisms of the invention may contribute to the phenotype of an 

20 organism in different ways. Some polymorphisms occur within a protein coding 
sequence and contribute to phenotype by affecting protein structure. The effect may 
be neutral, beneficial or detrimental, or both beneficial and detrimental, depending 
on the circumstances. For example, a heterozygous sickle cell mutation confers 
resistance to malaria, but a homozygous sickle cell mutation is usually lethal. Other 

25 polymorphisms occur in noncoding regions but may exert phenotypic effects 
indirectly via influence on replication, transcription, and translation. A single 
polymorphism may afifect more than one phenotypic trait. Likewise, a single 
phenotypic trait may be affected by polymorphisms in different genes. Further, 
some polymorphisms predispose an individual to a distinct mutation that is causally 

30 related to a certain phenotype. 
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Phenotypic traits include diseases that have known but hitherto unmapped 
genetic components (e.g,, aganunaglobuHmenia, diabetes insipidus, Lesch-Nyhan 
syndrome, muscular dystrophy, Wiskott-Aldrich syndrome, Fabry's disease, familial 
hypercholesterolemia, polycystic kidney disease, hereditary spherocytosis, von 

5 Willebrantfs disease, tuberous sclerosis, hereditary hemorrhagic telangiectasia, 
familial colonic polyposis, Ehlers-Danlos syndrome, osteogenesis imperfecta, and 
acute intermittent porphyria). Phenotypic traits also include symptoms of, or 
susceptibility to, multifactorial diseases of which a component is or may be genetic, 
such as autoimmune diseases, inflammation, cancer, diseases of the nervous system, 

10 and infection by pathogenic microorganisms. Some examples of autounmune 

diseases include rheumatoid arthritis, multiple sclerosis, diabetes (insulin-dependent 
and non-independent), systemic lupus erythematosus and Graves disease. Some 
examples of cancers include cancers of the bladder, brain, breast, colon, esophagus, 
kidney, leukemia, Uver, lung, oral cavity, ovary, pancreas, prostate, skin, stomach 

15 and uterus. Phenotypic traits also include characteristics such as longevity, 
appearance (e.g., baldness, obesity), strength, speed, endurance, fertility, and 
susceptibility or receptivity to particular drugs or therapeutic treatments. 

The correlation of one or more polymorphisms with phenotypic traits can be 
facilitated by knowledge of the gene product of the wild type (reference) gene. The 

20 genes in which cSNPs of the present invention have been identified are genes which 
have been previously sequenced and characterized in one of their allelic forms. 

Correlation is performed for a population of individuals who have been tested 
for the presence or absence of a phenotypic trait of interest and for polymorphic 
markers sets. To perform such analysis, the presence or absence of a set of 

25 polymorphisms (i.e. a polymorphic set) is determined for a set of the mdividuals, 
some of whom exhibit a particular trait, and some of which exhibit lack of the trait. 
The alleles of each polymorphism of the set are then reviewed to determine whether 
the presence or absence of a particular allele is associated with the traut of interest. 
Correlation can be performed by standard statistical methods such as a K-squared 

30 test and statistically significant conrelations between polymorphic form(s) and 
phenotypic characteristics are noted. For example, it might be found that the 
presence of allele Al at polymorphism A correlates with heart disease. As a further 
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example, it might be found that the combined presence of allele Al at polymorphism 
A and allele Bl at polymorphism B correlates with increased milk production of a 
farm animal 

Such correlations can be exploited in several ways. In the case of a strong 

5 correlation between a set of one or more polymorphic forms and a disease for which 
treatment is available, detection of the polymorphic form set in a human or animal 
patient may justify immediate administration of treatment, or at least the institution 
of regular monitoring of the patient Detection of a polymorphic form correlated 
with serious disease in a couple contemplating a family may also be valuable to the 

10 couple in their reproductive decisions. For example, the female partner might elect 
to undergo in vitro fertilization to avoid the possibility of transmitting such a 
polymorphism from her husband to her offspring. In the case of a weaker, but still 
statistically significant correlation between a polymorphic set and human disease, 
inmiediate therapeutic intervention or monitoring may not be justified. 

1 5 Nevertheless, the patient can be motivated to begin simple life-style changes (e.g., 
diet, exeix:ise) that can be accomplished at little cost to the patient but confer 
potential benefits in reducing the risk of conditions to which the patient may have 
increased susceptibility by virtue of variant alleles. Identification of a polymorphic 
set in a patient correlated with enhanced receptiveness to one of several treatment 

20 regimes for a disease indicates that this treatment regime should be followed. 

For animals and plants, correlations between characteristics and phenotype are 
useful for breeding for desired characteristics. For example, Beitz et al., US 
5^92,639 discuss use of bovine mitochondrial polymorphisms in a breeding 
program to improve milk production in cows. To evaluate the effect of mtDNA D- 

25 loop sequence polymorphism on milk production, each cow was assigned a value of 
1 if variant or 0 if wildtype with respect to a prototypical mitochondrial DNA 
sequence at each of 17 locations considered. Each production trait was analyzed 
individually with the following animal model: 

Y,j.^=|Ji + YSi + Pj + X, + P, + ... P,7 + PE, + a„+ep 

30 where Y^^^ is the milk, fat, fat percentage, SNF, SNF percentage, energy 

concentration, or lactation energy record; ji is an overall mean; YSj is the effect 
common to all cows calving in year-season; is the effect common to cows in 
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either the high or average selection line; p, to p, 7 are the binomial regressions of 
production record on mtDNA D-loop sequence polymorphisms; PE„ is permanent 
environmental effect common to all records of cow n; a^ is effect of animal n and is 
composed of the additive genetic contribution of sire and dam breeding values and a 
5 MendeUan sampling effect; and Cp is a random residual. It was found that eleven of 
seventeen polymorphisms tested influenced at least one production trait. Bovines 
having the best polymorphic forms for milk production at these eleven loci are used 
as parents for breeding the next generation of the herd. 

D. Genetic M2q)ping of Phenotypic Traits 

10 The previous section concerns identifying correlations between phenotypic 

traits and polymorphisms that directly or indirectly contribute to those traits. The 
present section describes identification of a physical linkage between a genetic locus 
associated with a trait of interest and polymorphic markers that are not associated 
with the trait, but are in physical proximity with the genetic locus responsible for the 

IS trait and co-segregate with it. Such analysis is useful for mapping a genetic locus 
associated with a phenotypic trait to a chromosomal position, and thereby cloning 
gene(s) responsible for the trait. See Lander et aL, Proc. Natl. Acad. ScL (USA) 83, 
7353-7357 (1986); Lander e/ a/., Proc. Natl. Acad. Sci. (USA) 84, 2363-2367 
(1987); Donis-Keller et al., Ce// 51, 319-337 (1987); Lander et al. Genetics 121. 

20 185-199 (1989)). Genes localized by linkage can be cloned by a process known as 
directional cloning. See Wainwright, Med, J, Australia 159, 170-174 (1993); 
Collins, Nature Genetics 1, 3-6 (1992). 

Linkage studies are typically performed on members of a family. Available 
members of the family are characterized for the presence or absence of a phenotypic 

25 trait and for a set of polymorphic markers. The distribution of polymorphic markers 
in an informative meiosis is then analyzed to determine which polymorphic markers 
co-segregate with a phenotypic trait. See, e.g., Kerem et a/.. Science 245, 1073-1080 
(1989); Monaco et aL, Nature 316, 842 (1985); Yamoka et al.. Neurology 40, 222- 
226 (1990); Rossiter et al, FASEB Journal 5, 21-27 (1991). 

30 Linkage is analyzed by calculation of LOD (log of the odds) values, A lod 

value is the relative likelihood of obtaining observed segregation data for a marker 
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and a genetic locus when the two are located at a recombination fraction 6, versus 
the situation in which the two are not linked, and thus segregating independently 
(Thompson & Thompson, Genetics in Medicine (5th ed, W.B, Saunders Company^ 
Philadelphia, 1991); Strachan, "Mapping the human genome" in The Human 
5 Genome (BIOS Scientific Publishers Ltd, Oxford), Chapter 4). A series of 

likelihood ratios are calculated at various recombination fractions (6), ranging from 
0 = 0.0 (coincident loci) to 6 = 0.50 (unlinked). Thus, the likelihood at a given 
value of 0 is: probability of data if loci linked at 0 to probability of data if loci 
unlinked. The computed likelihoods are usually expressed as the log,o of this ratio 

10 (i.e., a lod score). For example, a lod score of 3 indicates 1000: 1 odds against an 
apparent observed linkage being a coincidence. The use of logarithms allows data 
collected from different families to be combined by simple addition. Computer 
programs are available for the calculation of lod scores for differing values of 0 
(e.g., LIPED, MLINK (Lathrop, Proc. NaL Acad. Set. (USA) 81, 3443-3446 (1984)). 

15 For any particular lod score, a recombination fiction may be determined from 

mathematical tables. See Smith et aL, Mathematical tables for research workers in 
human genetics (Churchill, London, 1961); Smith, Ann. Hum, Genet, 32, 127-150 
(1968). The value of 0 at which the lod score is the highest is considered to be the 
best estimate of the recombination fraction. 

20 Positive lod score values suggest that the two loci are linked, whereas negative 

values suggest that linkage is less likely (at that value of 0) than the possibility that 
the two loci are unlinked. By convention, a combined lod score of +3 or greater 
(equivalent to greater than 1000:1 odds in favor of linkage) is considered definitive 
evidence that two loci are linked. Similarly, by convention, a negative lod score of - 

25 2 or less is taken as definitive evidence against linkage of the two loci being 
compared. Negative linkage data are useful in excluding a chromosome or a 
segment thereof from consideration. The search focuses on the remaining non- 
excluded chromosomal locations. 

IV. Modified Polypeptides and Gene Sequences 
30 The invention further provides variant forms of nucleic acids and 

corresponding proteins. The nucleic acids comprise one of the sequences described 
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in the Table, column S, in which the polymorphic position is occupied by one of the 
alternative bases for that position. Some nucleic acids encode full-length variant 
forms of proteins. Similarly, variant proteins have the prototypical amino acid 
sequences encoded by nucleic acid sequences shown in the Table, column 5, (read 
5 so as to be in-frame with the full-length coding sequence of which it is a component) 
except at an amino acid encoded by a codon including one of the polymorphic 
positions shown in the Table. That position is occupied by the amino acid coded by 
the corresponding codon in any of the alternative forms shown in the Table. 

• Variant genes can be expressed in an expression vector in which a variant gene 

10 is operably linked to a native or other promoter. Usually, the promoter is a 
eukaryotic promoter for expression in a mammalian cell. The transcription 
regulation sequences typically include a heterologous promoter and optionally an 
enhancer which is recognized by the host The selection of an appropriate promoter, 
for example trp, lac, phage promoters, glycolytic enzyme promoters and tRNA 

IS promoters, depends on the host selected. Commercially available expression vectors 
can be used. Vectors can include host-recognized replication systems, amplifiable 
genes, selectable maricers, host sequences useful for insertion into the host genome, 
and the like. 

The means of introducing the expression construct into a host cell varies 
20 depending upon the particular construction and the target host. Suitable means 
include fiision, conjugation, transfection, transduction, electroporation or injection, 
as described in Sambropk, supra, A wide variety of host cells can be employed for 
expression of the variant gene, both prokaryotic and eukaryotic. Suitable host cells 
include bacteria such as E. coli, yeast, filamentous fimgi, insect cells, mammalian 
25 cells, typically immortalized, e.g., mouse, CHO, human and monkey cell lines and 
derivatives thereof Preferred host cells are able to process the variant gene product 
to produce an appropriate mature polypeptide. Processing includes glycosylation, 
ubiquitination, disulfide bond formation, general post-translational modification, and 
the like. As used herein, "gene product" includes mRNA, peptide and protein 
30 products. 

The protein may be isolated by conventional means of protein biochemistry 
and purification to obtain a substantially pure product, Le., 80, 95 or 99% free of cell 
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component contaminants, as described in Jacoby, Methods in Enzymology Volume 
104, Academic Press, New York (1984); Scopes, Protein Purification, Principles 
and Practice, 2nd Edition, Springer- Verlag, New Yoric (1987); and Deutscher (ed). 
Guide to Protein Purification, Methods in Enzymology, Vol. 182 (1990). If the 

5 protein is secreted, it can be isolated from the supernatant in which the host cell is 
grown. If not secreted, the protein can be isolated from a lysate of the host cells. 

The invention further provides transgenic nonhuman animals capable of 
expressing an exogenous variant gene and/or having one or both alleles of an 
endogenous variant gene inactivated. Expression of an exogenous variant gene is 

10 usually achieved by operably linking the gene to a promoter and optionally an 
enhancer, and microinjecting the construct into a zygote. See Hogan et al., 
"Manipulating the Mouse Embryo, A Laboratory Manual," Cold Spring Harbor 
Laboratory. Inactivation of endogenous variant genes can be achieved by forming a 
transgene in which a cloned variant gene is inactivated by insertion of a positive 

15 selection marker. See Capecchi, Science 244, 1288-1292 (1989). The transgene is 
then introduced into an embryonic stem cell, where it undergoes homologous 
recombination with an endogenous variant gene. Mice and other rodents are 
preferred animals. Such animals provide usefiil drug screening systems. 

In addition to substantially full-length polypeptides expressed by variant 

20 genes, the present invention includes biologically active fragments of the 

polypeptides, or analogs thereof, including organic molecules which simulate the 
interactions of the peptides. Biologically active firagments include any portion of the 
fiill-length polypeptide which confers a biological function on the variant gene 
product, including ligand binding, and antibody binding. Ligand binding includes 

25 binding by nucleic acids, proteins or polypeptides, small biologically active 
molecules, or large cellular structures. 

Polyclonal and/or monoclonal antibodies that specifically bind to variant gene 
products but not to corresponding prototypical gene products are also provided. 
Antibodies can be made by injecting mice or other animals with the variant gene 

30 product or synthetic peptide fragments thereof. Monoclonal antibodies are screened 
as are described, for example, in Harlow & Lane, Antibodies, A Laboratory Manual^ 
Cold Spring Harbor Press, New York (1988); Coding, Monoclonal antibodies. 
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Principles and Practice (2d ed.) Academic Press, New York (1986). Monoclonal 
antibodies are tested for specific immunoreactivity with a variant gene product and 
lack of immunoreactivity to the conresponding prototypical gene product. These 
antibodies are useful in diagnostic assays for detection of the variant form, or as an 
S active ingredient in a pharmaceutical composition. 

V. Kits 

The invention further provides kits comprising at least one allele-specific 
oligonucleotide as described herein. Often, the kits contain one or more pairs of 
allele-specific oligonucleotides hybridizing to different forms of a polymorphism. 

10 In some kits, the allele-specific oligonucleotides are provided immobilized to a 
substrate. For example, the same substrate can comprise allele-specific 
oligonucleotide probes for detecting at least 10, 100 or all of the polymorphisms 
shown in the Table. Optional additional components of the kit include, for 
example, restriction enzymes, reverse-transcriptase or polymerase, the substrate 

IS nucleoside triphosphates, means used to label (for example, an avidin-enzyme 
conjugate and enzyme substrate and chromogen if the label is biotin), and the 
appropriate buffers for reverse transcription, PGR, or hybridization reactions. 
Usually, the kit also contains instructions for carrying out the methods. 
The thrombospondins are a family of extracellular matrix (ECM) 

20 glycoproteins that modulate many cell behaviors including adhesion, migration, and 
proliferation. Thrombospondins (also known as thrombin sensitive proteins or 
TSPs) are large molecular weight glycoproteins composed of three identical 
disulfide-linked polypeptide chains. TSPs are stored in the alpha-granules of 
platelets and secreted by a variety of mesenchymal and epitheUal cells (Majack et 

25 a/,. Cell Membrane 3\S1-11 (1987)). Platelets secrete TSPs when activated in the 
blood by such physiological agonists such as thrombin. TSPs have lectin properties 
and a broad function in the regulation of fibrinolysis and as a component of the 
ECM, and are one of a group of ECM proteins which have adhesive properties. 
TSPs bind to fibronectin and fibrinogen (Lahav et al., EurJBiochem 145\\5\-6 

30 (1984)), and these proteins are known to be involved in platelet adhesion to 

substratum and platelet aggregation (Leung, J Clin Invest 74 : 1 764- 1 772 ( 1 986)). 
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Recent work has implicated TSPs in response of cells to growth factors. 
Submitogenic doses of PDGF induce a rapid but transitory, increase in TSP 
synthesis and secretion by rat aortic smooth muscle cells (Majack et al, J Biol Chem 
707:1059-70 (1985)). PDGF responsiveness to TSP synthesis in glial cells has also 

5 been shown (Asch et al., Proc Natl Acad Sci «:2904-8 (1986)). TSP mRNA levels 
rise rapidly in response to PDGF (Majack et al, J Biol Chem 262:8821-5 (1987)). 
TSPs act synergistically with epidermal growth factor to increase DNA synthesis in 
smooth muscle cells (Majack et a/., Proc Natl Acad Sci 53:9050-4 (1986)), and 
monoclonal antibodies to TSPs inhibit smooth muscle cell proliferation (Majack et 

10 a/., J Biol Chem 705:415-22 (1988)). TSPs modulate local adhesions in endothelial 
cells, and TSPs, particularly TSP-1 primarily derived from platelet granules, are 
known to be an important activator of transforming growth factor beta-1 (TGFB-1) 
(Crawford et al.. Cell Pi: 1 159 (1998)) and appear to be a potential link between 
platelet-thrombosis and development of atherosclerosis. 

15 To determine pivotal genes associated with premature coronary artery disease, 

we analyzed DNA from 347 patients with MI or coronary revascularization before 
age 40 (men) or 45 (women) and 422 general population controls. Cases were 
drawn (one per family) from a retrospective collection of sibling pairs with 
premature CAD. Controls were ascertained through random-digit dialing. Both 

20 cases and controls were Caucasian. A complete database of phenotypic and 

laboratory variables for the affected patients afforded logistic regression to control 
for age, diabetes, body mass index, gender. 

Thrombospondin (TSP) 4 and 1 emerged as important SNPs associated with 
premature CAD and MI. For CAD, 148 of 347 patients carried at least one copy of 

25 the TSP-4 variant compared with 142 of 422 control subjects; adjusted odds ratio 
1.47, p=0.01. For premature MI, the association was even stronger: 91 of 187 cases 
vs. 142 of 422 controls had the variant; adjusted odds ratio 2.08, p=0.0003. The 
TSP-1 SNP was rare. Nonetheless, homozygosity for the variant allele gave an 
adjusted odds ratio of 9.5, p==.04. 

30 Specific reference nucleotide (SEQ ID NO: 1) and amino acid (SEQ ED NO: 

2) sequences for TSP-1 are shown in Figs. 1 A-ID. Specific reference nucleotide 
(SEQ ID NO: 3) and amino acid (SEQ ID NO: 4) sequences for TSP-4 are shown in 
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Figs. 2A-2C. It is understood that the invention is not limited by these exempHfied 
reference sequences, as variants of these sequences which differ at locations other 
than the SNP sites identified herein can also be utilized. The skilled artisan can 
readily determine the SNP sites in these other reference sequences which correspond 

5 to the SNP sites identified herein by aligning the sequence of interest with the 

reference sequences specifically disclosed herein, and programs for performing such 
alignments are commercially available. For example, the ALIGN program in the 
GCG software package can be used, utilizing a PAM120 weight residue table, a gap 
length penalty of 12 and a gap penalty of 4, for example. 

10 Two SNPs have been specifically studied as described herein. The first 

(G334u4) is a change firom A (reference nucleotide) to G (altemate or variant 
nucleotide) at nucleotide position 2210 of the nucleic acid sequence of T!SP-1 (Figs. 
lA-lD), resulting in a missense amino acid mutation torn asparagine (reference) to 
serine (altemate) at amino acid 700. The second SNP (G355u2) is a change from G 

1 5 (reference) to C (altemate) at nucleotide position 1 1 86 of the nucleic acid sequence 
of TSP-4 (Figs. 2A-2C), resulting in a missense amino acid alteration from alanine 
(reference) to proline (altemate) at amino acid 387. With respect to the G355u2 
SNP, individuals with CAD carried at least one copy of the variant "C" allele more 
frequently than control individuals (43% as compared with 34%). With respect to 

20 the G355u2 SNP, individuals with MI carried at least one copy of the variant "C" 
allele more frequently than control individuals (49% as compared with 34%). With 
respect to the G334u4 SNP, individuals with CAD carried two copies of the variant 
"G" allele more frequently than control individuals (1.7% as compared with 0,2%). 
With respect to the G334u4 SNP, individuals with MI carried two copies of the 

25 variant "G" allele more frequently than control individuals (2% as compared with 
0.2%). 

As used herein, the term "polymoq)hism" refers to the occurrence of two or 
more genetically determined alternative sequences or alleles in a population. A 
polymorphic marker or site is the locus at which divergence occurs. Preferred 
30 markers have at least two alleles, each occurring at frequency of greater than 1%, 
and more preferably greater than 10% or 20% of a selected population. A 



wo 01/18250 



PCTAJSOO/24503 



-32- 

polymorphic locus may be as small as one base pair, in which case it is referred to as 
a single nucleotide polymorphism (SNP). 

Thus, the invention relates to a method for predicting the likelihood that an 
individual will have a vascular disease, or for aiding in the diagnosis of a vascular 

5 disease, or predicting the likelihood of having altered symptomology associated with 
a vascular disease, comprising the steps of obtaining a DNA sample from an 
individual to be assessed and determining the nucleotide present at one or more of 
nucleotide positions 2210 of the TSP-1 gene or 1186 of the TSP-4 gene. In a 
preferred embodiment, the nucleotides present at both of these nucleotide positions 

10 are determined. In one embodiment the TSP-1 gene has the nucleotide sequence of 
SEQ ID NO: 1 and the TSP-4 gene has the nucleotide sequence of SEQ ID NO: 3. 
The presence of one or more of a G (the variant nucleotide) at position 2210 of SEQ 
ID NO: 1 or a C (the variant nucleotide) at position 1 1 86 of SEQ ID NO: 1 1 86 
indicates that the individual has a greater likelihood of having a vascular disease, or 

15 a greater likelihood of having severe symptomology associated with a vascular 
disease, than if that individual had the reference nucleotide at one or more of these 
positions. Conversely, the presence of one or more of an A (the reference 
nucleotide) at position 2210 of SEQ ID NO: 1 or a G (the reference nucleotide) at 
position 1 186 of SEQ ID NO: 3 indicates that the individual has a reduced 

20 likelihood of having a vascular disease or a likelihood of having reduced 

symptomology associated with a vascular disease than if that individual had the 
variant nucleotide at one or more of these positions. 

In a particular embodiment, the individual is an individual at risk for 
development of a vascular disease. In another embodiment the individual exhibits 

25 clinical symptomology associated with a vascular disease. In one embodiment, the 
individual has been clinically diagnosed as having a vascular disease. Vascular 
diseases include, but are not limited to, atherosclerosis, coronary heart disease, 
myocardial infarction (MI), stroke, peripheral vascular diseases, venous 
thromboembolism and pulmonary embolism. In preferred embodiments, the 

30 vascular disease is CAD or MI. 

The genetic material to be assessed can be obtained from any nucleated cell 
from the individual. For assay of genomic DNA, virtually any biological sample 
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(other than pure red blood cells) is suitable. For example, convenient tissue samples 
include whole blood, semen, saliva, tears, urine, fecal material, sweat, skin and hair. 
For assay of cDNA or mRNA, the tissue sample must be obtained from a tissue or 
organ in which the target nucleic acid is expressed. 
5 Many of the methods described herein require amplification of DNA from 

target samples. This can be accomplished by e.g., PCR. See generally PCR 
Technology: Principles and Applications for DNA Amplification (ed. H. A. Erlich, 
Freeman Press, NY, NY, 1992); PCR Protocols: A Guide to Methods and 
Applications (eds, Innis, et al.^ Academic Press, San Diego, CA, 1990); Mattila et 

10 a/.. Nucleic Acids Res, 19, 4967 (1991); Eckert et aL, PCR Methods and 

Applications 1, 17 (1991); PCR (eds. McPherson et a/., IRL Press, Oxford);.and 
U.S. Patent 4,683,202. 

Other suitable amplification methods include the ligase chain reaction (LCR) 
(see Wu and Wallace, Genomics 4, 560 (1989), Landegren et a/.. Science 241, 1077 

15 (1988), transcription amplification (Kwoh et al, Proc. Natl Acad, Sci, USA 86, 
1 173 (1989)), and self-sustained sequence replication (Guatelli et a/., Proc. Nat, 
Acad. Sci. USA, 87, 1874 (1990)) and nucleic acid based sequence amplification 
(NASB A). The latter two amplification methods involve isothermal reactions based 
on isothermal transcription, which produce both single stranded RNA (ssRNA) and 

20 double stranded DNA (dsDNA) as the amplification products in a ratio of about 30 
or 100 to 1, respectively. 

The nucleotide which occupies the polymorphic site of interest (e.g., 
nucleotide position 2210 in TSP-1 and/or nucleotide position 1 186 in TSP-4) can be 
identified by a variety of methods, such as Southern analysis of genomic DNA; 

25 direct mutation analysis by restriction enzyme digestion; Northern analysis of RNA; 
denaturing high pressure liquid chromatography (DHPLC); gene isolation and 
sequencing; hybridization of an allele-specific oligonucleotide with amplified gene 
products; single base extension (SBE). In a preferred embodiment, determination of 
the allelic form of TSP is carried out using SBE-FRET methods as described herein, 

30 or using chip-based oligonucleotide arrays as described herein. 

The invention also relates to a method for predicting the likelihood that an 
individual will have a vascular disease, or for aiding in the diagnosis of a vascular 
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disease, or predicting the likelihood of having altered symptomology associated with 
a vascular disease, comprising the steps of obtaining a biological sample comprising 
TSP-1 and/or TSP-4 protein or relevant portion thereof from an individual to be 
assessed and determining the amino acid present at one or more of amino acid 
5 positions 700 of the TSP- 1 gene product (e.g., as exemplified by SEQ ID NO: 2) or 
387 of the TSP-4 gene product (e.g., as exemplified by SEQ ID NO: 4). In a 
preferred embodiment, the amino acids present at both of these amino acid positions 
are determined. As used herein, the term "relevant portion" of the TSP- 1 and TSP-4 
protbins is intended to encompass aiiy portion of the protein which comprises the 

10 polymorphic amino acid positions. The presence of one or more of a serine (the 
variant amino acid) at position 700 of SEQ ID NO: 2, or a proline (the variant amino 
acid) at position 387 of SEQ ID NO: 4 indicates that the individual has a greater 
likelihood of having a vascular disease, or a greater likelihood of having severe 
symptomology associated with a vascular disease, than if that individual had the 

15 reference amino acid at one or more of these positions. Conversely, the presence of 
one or more of an asparagine (the reference amino acid) at position 700 of SEQ ID 
NO: 2, or an alamne (the reference amino acid) at position 387 of SEQ I D NO: 4 
indicates that the individual has a reduced likelihood of having a vascular disease or 
a likelihood of having reduced symptomology associated with a vascular disease, 

20 than if that individual had the varaint amino acid at one or more of these positions. 
In a particular embodiment, the individual is an individual at risk for 
development of a vascular disease. In another embodiment the individual exhibits 
clinical symptomology associated with a vascular disease. In one embodiment, the 
individual has been clinically diagnosed as having a vascular disease. 

25 In this embodiment of the invention, the biological sample contains protein 

molecules from the test subject. In vitro techniques for detection of protein include 
enzyme linked immunosorbent assays (ELISAs), Western blots, 
immunoprecipitations and immunofluorescence. Furthermore, in vivo techniques for 
detection of protein include introducing into a subject a labeled anti-protein 

30 antibody. For example, the antibody can be labeled with a radioactive marker whose 
presence and location in a subject can be detected by standard imaging techniques. 
Polyclonal and/or monoclonal antibodies that specifically bind to variant gene 
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products but not to corresponding reference gene products, and vice versa, are also 
provided. Antibodies can be made by injecting mice or other animals with the 
variant gene product or synthetic peptide fragments thereof comprising the variant 
portion. Monoclonal antibodies are screened as are described, for example, in 
5 Harlow & Lane, Antibodies, A Laboratory Manual, Cold Spring Harbor Press, New 
York (1988); Coding, Monoclonal antibodies. Principles and Practice (2d ed.) 
Academic Press, New York (1986). Monoclonal antibodies are tested for specific 
immunoreactivity with a variant gene product and lack of immunoreactivity to the 
corresponding prototypical gene product. These antibodies are useful in diagnostic 

10 assays for detection of the variant form, or as an active ingredient in a 
pharmaceutical composition. 

The polymorphisms of the invention may be associated with vascular disease 
in different ways. The polymorphisms may exert phenotypic effects indirectly via 
influence on replication, transcription, and translation. Additionally, the described 

IS polymorphisms may predispose an individual to a distinct mutation that is causally 
related to a certain phenotype, such as susceptibility or resistance to vascular disease 
and related disorders. The discovery of the polymorphisms and their correlation 
with CAD and MI facilitates biochemical analysis of the variant and reference forms 
and the development of assays to characterize the variant and reference forms and to 

20 screen for pharmaceutical agents that interact directly with one or another form of 
the protein. 

Alternatively, these particular polymorphisms may belong to a group of two or 
more polymorphisms iii the TSP gene(s) which contributes to the presence, absence 
or severity of vascular disease. An assessment of other polymorphisms within the 

25 TSP gene(s) can be undertaken, and the separate and combined effects of these 
polymorphisms, as well as alternations in other, distinct genes, on the vascular 
disease phenotype can be assessed. 

Correlation between a particular phenotype, e.g., the CAD or MI phenotype, 
and the presence or absence of a particular allele is performed for a population of 

30 individuals who have been tested for the presence or absence of the phenotype. 
Correlation can be performed by standard statistical methods such as a Chi-squared 
test and statistically significant correlations between polymorphic form(s) and 
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phenotypic characteristics are noted. This correlation can be exploited in several 
ways. In the case of a strong correlation between a particular polymorphic form, 
e.g., the variant allele for TSP-1 and/or TSP-4, and a disease for which treatment is 
available, detection of the polymorphic form in an individual may justify immediate 

5 administration of treatment, or at least the institution of regular monitoring of the 
individual. Detection of a polymorphic form correlated with a disorder in a couple 
contemplating a family may also be valuable to the couple in their reproductive 
decisions. For example, the female partner might elect to undergo in vitro 
fertilization to avoid the possibility of transmitting such a polymorphism from her 

10 husband to her offspring. In the case of a weaker, but still statistically significant 
correlation between a polymoiphic form and a particular disorder, immediate 
therapeutic intervention or monitoring may not be justified. Nevertheless, the 
individual can be motivated to begin simple life-style changes (e.g., diet 
modification, therapy or counseling) that can be accomplished at little cost to the 

15 individual but confer potential benefits in reducing the risk of conditions to which 
the individual may have increased susceptibility by virtue of the particular allele. 
Furthermore, identification of a polymorphic form correlated with enhanced 
receptiveness to one of several treatment regimes for a disorder indicates that this 
treatment regimen should be followed for the individual in question. 

20 Furthennore, it may be possible to identify a physical linkage between a 

genetic locus associated with a trait of interest (e.g., CAD or MI) and polymorphic 
markers that are or are not associated Avith the trait, but are in physical proximity 
with the genetic locus responsible for the trait and co-segregate with it. Such 
analysis is useful for mapping a genetic locus associated with a phenotypic trait to a 

25 chromosomal position, and thereby cloning gene(s) responsible for the trait. See 
Lander et aL, Proc, Natl Acad. Sci. (USA) 83, 7353-7357 (1986); Lander et ai, 
Proc. Natl Acad. Set (USA) 84, 2363-2367 (1987); Donis-Keller et al. Cell 51, 
319-337 (1987); Lander et a/.. Genetics 121, 185-199 (1989)). Genes localized by 
linkage can be cloned by a process known as directional cloning. See Wainwright, 

30 Med J, Australia 159, 170-174 (1993); Collins, Nature Genetics 1, 3-6 (1992). 
Linkage studies are discussed in more detail above. 
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In another embodiment, the invention relates to pharmaceutical compositions 
comprising a reference TSP-1 and/or TSP-4 gene or gene product for use in the 
treatment of vascular disease, e.g., CAD and MI. As used herein, a reference TSP 
gene product is intended to mean gene products which are encoded by the reference 
5 allele of the TSP gene. In addition to substantially full-length polypeptides 

expressed by the genes, the present invention includes biologically active fragments 
of the polypeptides, or analogs thereof, including organic molecules which simulate 
the interactions of the peptides. Biologically active fragments include any portion of 
the full-length polypeptide which confers a biological fiinction on the variant gene 

10 product, including ligand binding, and antibody binding. Ligand binding includes 
binding by nucleic acids, proteins or polypeptides, small biologically active 
molecules, or large cellular structures. 

For instance, the polypeptide or protein, or fragment thereof, of the present 
invention can be formulated with a physiologically acceptable medium to prepare a 

15 pharmaceutical composition. The particular physiological medium may include, but 
is not limited to, water, buffered saline, polyols (e.g., glycerol, propylene glycol, 
liquid polyethylene glycol) and dextrose solutions. The optimum concentration of 
the active ingredient(s) in the chosen medium can be determined empirically, 
according to procedures well known to medicinal chemists, and will depend on the 

20 ultimate phamiaceutical formulation desired. Methods of introduction of exogenous 
peptides at the site of treatment include, but are not limited to, intradermal, 
intramuscular, intraperitoneal, intravenous, subcutaneous, oral and intranasal. Other 
suitable methods of introduction can also include rechargeable or biodegradable 
devices and slow release polymeric devices. The pharmaceutical compositions of 

25 this invention can also be administered as part of a combinatorial therapy with other 
agents and treatment regimens. 

The invention further pertains to compositions, e.g., vectors, comprising a 
nucleotide sequence encoding reference or variant TSP-1 and/or TSP-4 gene 
products. For example, reference genes can be expressed in an expression vector in 

30 which a reference gene is operably linked to a native or other promoter. Usually, the 
promoter is a eukaryotic promoter for expression in a mammalian cell. The 
transcription regulation sequences typically include a heterologous promoter and 
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optionally an enhancer which is recognized by the host. The selection of an 
appropriate promoter, for example trp, lac, phage promoters, glycolytic enzyme 
promoters and tRNA promoters, depends on the host selected. Commercially 
available expression vectors can be used. Vectors can include host-recognized 
5 replication systems, amplifiable genes, selectable markers, host sequences useful for 
insertion into the host genome, and the like. 

The means of introducing the expression construct into a host cell varies 
depending upon the particular construction and the target host. Suitable means 
ihclude fusion, conjugation, fransfection, transduction, electroporation or injection, 

10 as described in Sambrook, supra. A wide variety of host cells can be employed for 
expression of the variant gene, both prokaryotic and eukaryotic. Suitable host cells 
include bacteria such as E. colU yeast, filamentous fungi, insect cells, mammalian 
cells, typically immortalized, mouse, CHO, human and monkey cell lines and 
derivatives thereof. Preferred host cells are able to process the variant gene product 

1 5 to produce an appropriate mature polypeptide. Processing includes glycosylation, 
ubiquitination, disulfide bond formation, general post-translational modification, and 
the like. 

It is also contemplated that cells can be engineered to express the reference 
allele of the invention by gene therapy methods. For example, DNA encoding the 

20 reference TSP gene product, or an active fiagment or derivative thereof, can be 
introduced into an expression vector, such as a viral vector, and the vector can be 
introduced into appropriate cells in an animal In such a method, the cell population 
can be engineered to inducibly or constitutively express active reference TSP gene 
product. In a preferred embodiment, the vector is delivered to the bone marrow, for 

25 example as described in Corey et al (Science 2^^:1275-1281 (1989)). 

The invention further relates to the use of compositions (i.e., agonists) which 
enhance or increase the activity of the reference (or variant) TSP (e.g., TSP-1 or 
TSP-4) gene product, or a functional portion thereof, for use in the treatment of 
vascular disease. The invention also relates to the use of compositions (i.e., 

30 antagonists) which reduce or decrease the activity of the variant (or reference) TSP 
(e.g., TSP-1 or TSP-4) gene product, or a functional portion thereof, for use in the 
treatment of vascular disease. 
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The invention also relates to constructs which comprise a vector into which a 
sequence of the invention has been inserted in a sense or antisense orientation. For 
example, a vector comprising a nucleotide sequence which is antisense to the variant 
TSP-1 or TSP-4 allele may be used as an antagonist of the activity of the TSP-1 or 
5 TSP-4 variant allele. Alternatively, a vector comprising a nucleotide sequence of 
the TSP-1 or TSP-4 reference allele may be used therapeutically to treat vascular 
diseases. As used herein, the term "vector" refers to a nucleic acid molecule enable 
of transporting another nucleic acid to which it has been linked. One type of vector 
is a "plasmid", which refers to a circular double stranded DNA loop into which 

10 additional DNA segments can be ligated. Another type of vector is a viral vector, 
wherein additional DNA segments can be ligated into the viral genome. Certain 
vectors are capable of autonomous replication in a host cell into which they are 
introduced (eg., bacterial vectors having a bacterial origin of replication and 
episomal mammalian vectors). Other vectors non-episomal mammalian 

IS vectors) are integrated into the genome of a host cell upon introduction into the host 
cell, and thereby are replicated along with the host genome. Moreover, certain 
vectors, expression vectors, are capable of directing the expression of genes to which 
they are operably linked. In general, expression vectors of utility in recombinant 
DNA techniques are often in the form of plasmids (vectors). However, the invention 

20 is intended to include such other forms of expression vectors, such as viral vectors 
{e.g., replication defective retroviruses, adenoviruses and adeno-associated viruses) 
that serve equivalent functions. 

Preferred recombinant expression vectors of the invention comprise a nucleic 
acid of the invention in a form suitable for expression of the nucleic acid in a host 

25 cell- This means that the recombinant expression vectors include one or more 
regulatory sequences, selected on the basis of the host cells to be used for 
expression, which is operably linked to the nucleic acid sequence to be expressed. 
Within a recombinant expression vector, "operably linked" is intended to mean that 
the nucleotide sequence of interest is linked to the regulatory sequence(s) in a 

30 maimer which allows for expression of the nucleotide sequence (e.g., in an in vitro 
transcription/translation system or in a host cell when the vector is introduced into 
the host cell). The term "regulatory sequence" is intended to include promoters, 
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enhancers and other expression control elements (e.g., polyadenylation signals). 
Such regulatory sequences are described^ for example, in Goeddel, Gene Expression 
Technology: Methods in Enzymology 185, Academic Press, San Diego, CA (1990). 
Regulatory sequences include those which direct constitutive expression of a 
5 nucleotide sequence in many types of host cell and those which direct expression of 
the nucleotide sequence only in certain host cells (e.g^, tissue-specific regulatory 
sequences). It will be appreciated by those skilled in the art that the design of the 
expression vector can depend on such factors as the choice of the host cell to be 
transformed, the level of expression of protein desired, etc. 

lb The expression vectors of the invention can be introduced into host cells to 

thereby produce proteins or peptides, including fusion proteins or peptides, encoded 
by nucleic acids as described herein . The recombinant expression vectors of the 
invention can be designed for expression of a polypeptide of the invention in 
prokaryotic or eukaryotic cells, e.g., bacterial cells such as E. coli, insect cells (using 

1 5 baculovirus expression vectors), yeast cells or mammalian cells. Suitable host cells 
are discussed further in Goeddel, supra. Alternatively, the recombinant expression 
vector can be transcribed and translated in vitro, for example using T7 promoter 
regulatory sequences and T7 polymerase. 

Another aspect of the invention pertains to host cells into which a recombinant 

20 expression vector of the invention has been introduced. The terms "host cell" and 
"recombinant host cell" are used interchangeably herein. It is understood that such 
terms refer not only to the particiilar subject cell but also to the progeny or potential 
progeny of such a cell. Because certain modifications may occur in succeeding 
generations due to either mutation or environmental influences, such progeny may 

25 not, in fact, be ideiitical to the parent cell, but are still included within the scope of 
the term as used herein, A host cell can be any prokaryotic or eukaryotic cell. For 
example, a nucleic acid of the invention can be expressed in bacterial cells (eg,, £. 
coli\ insect cells, yeast or manunalian cells (such as Chinese hamster ovary cells 
(CHO) or COS cells). Other suitable host cells are known to those skilled in the art. 

30 Vector DNA can be introduced into prokaryotic or eukaryotic cells via 

conventional transformation or transfection techniques. As used herein, the terms 
"transformation" and "transfection" are intended to refer to a variety of 
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art-recognized techniques for introducing foreign nucleic acid (e.g., DNA) into a 
host cell, including calcium phosphate or calcium chloride co-precipitation, 
DEAE-dextran-mediated transfection, lipofection, or electroporation. Suitable 
methods for transforming or transfecting host cells can be found in Sambrook, et al 
5 {supra), and other laboratory manuals. 

A host cell of the invention, such as a prokaryotic or eukaryotic host cell in 
culture, can be used to produce (/.e., express) a polypeptide of the invention. 
Accordingly, the invention further provides methods for producing a polypeptide 
using the host cells of the invention. In one embodiment, the method comprises 

10 culturing the host cell of the invention (into which a recombinant expression vector 
encoding a polypeptide of the invention has been introduced) in a suitable medium 
such that the polypeptide is produced. In another embodiment, the method further 
comprises isolating the polypeptide from the medium or the host celL 

The host cells of the invention can also be used to produce nonhuman 

15 transgenic animals. For example, in one embodiment, a host cell of the invention is 
a fertilized oocyte or an embryonic stem cell into which a nucleic acid of the 
invention has been introduced. Such host cells can then be used to create 
non-human transgenic animals in which exogenous nucleotide sequences have been 
introduced into their genome or homologous recombinant animals in which 

20 endogenous nucleotide sequences have been altered. Such animals are useful for 
studying the function and/or activity of the nucleotide sequence and polypeptide 
encoded by the sequence and for identifying and/or evaluating modulators of their 
activity. As used herein, a •'transgenic animal" is a non-human animal, preferably a 
mammal, more preferably a rodent such as a rat or mouse, in which one or more of 

25 the cells of the animal includes a transgene. Other examples of transgenic animals 
include non-human primates, sheep, dogs, cows, goats, chickens, amphibians, etc. A 
transgene is exogenous DNA which is integrated into the genome of a cell from 
which a transgenic animal develops and which remains in the genome of the mature 
animal, thereby directing the expression of an encoded gene product in one or more 

30 cell types or tissues of the transgenic animal. As used herein, an "homologous 

recombinant animal" is a non-human animal, preferably a mammal, more preferably 
a mouse, in which an endogenous gene has been altered by homologous 
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recombination between the endogenous gene and an exogenous DNA molecule 
introduced into a cell of the animal, an embryonic cell of the animal, prior to 
development of the animal. 

A transgenic animal of the invention can be created by introducing a nucleic 

5 acid of the invention into the male pronuclei of a fertilized oocyte, e.g., by 
microinjection, retroviral infection, and allowing the oocyte to develop in a 
pseudopregnant female foster animal. The sequence can be introduced as a 
transgene into the genome of a non-human animal. Ihtronic sequences and 
polyadenylation signals can also be included in the transgene t6 increase the 

10 eflBciency of expression of the transgene. A tissue-specific regulatory sequence(s) 
can be operably linked to the transgene to direct expression of a polypeptide in 
particular cells. Methods for generating transgenic animals via embryo 
manipulation and microinjection, particularly animals such as mice, have become 
conventional in the art and are described, for example, in U.S. Patent Nos. 4,736,866 

15 and 4,870,009, U.S. Patent No. 4,873,191 and in Hogan, Manipulating the Mouse 
Embryo (Cold Spring Harbor Laboratory Press, Cold Spring Harbor, N.Y., 1986). 
Similar methods are used for production of other transgenic animals. A transgenic 
founder animal can be identified based upon the presence of the transgene in its 
genome and/or expression of mRNA in tissues or cells of the animals. A transgenic 

20 founder animal can then be used to breed additional animals carrying the transgene. 
Moreover, transgenic animals carrying a transgene encoding the transgene can 
further be bred to other transgenic animals carrying other transgenes. 

The invention also relates to the use of the variant and reference gene products 
to guide efforts to identify the causative mutation for vascular diseases or to identify 

25 or synthesize agents useful in the treatment of vascular diseases, e.g., CAD and MI. 
Amino acids that are essential for fimction can be identified by methods known in 
the art, such as site-directed mutagenesis or alanine-scanning mutagenesis 
(Cunningham et a/., Science, 2^^:1081-1085 (1989)). The latter procedure 
introduces single alanine mutations at every residue in the molecule. The resulting 

30 mutant molecules are then tested for biological activity in vitro^ or in vitro activity. 
Sites that are critical for polypeptide activity can also be determined by structural 
analysis such as crystallization, nuclear magnetic resonance or photoaffinity labeling 
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(Smith et al, J. MoL Biol, 22^:899-904 (1992); de Vos et al Science. 255:306-312 
(1992)). 

Another aspect of the invention pertains to monitoring the influence of agents 
(e.g., drugs, compounds) on the expression or activity of proteins of the invention in 
5 clinical trials. An exemplary method for detecting the presence or absence of 

proteins or nucleic acids of the invention in a biological sample involves obtaining a 
biological sample from a test subject and contacting the biological sample with a 
compound or an agent capable of detecting the protein, or nucleic acid (e.g., mRNA, 
genomic DNA) that encodes the protein, such that the presence of the protein or 

10 nucleic acid is detected in the biological sample. A preferred agent for detecting 
mRNA or genomic DNA is a labeled nucleic acid probe capable of hybridizing to 
mRNA or genomic DNA sequences described herein, preferably in an allele-specific 
manner. The nucleic acid probe can be, for example, a full-length nucleic acid, or a 
portion thereof^ such as an oUgonucleotide of at least 15, 30, 50, 100, 250 or 500 

15 nucleotides in length and sufficient to specifically hybridize under stringent 

conditions to appropriate mRNA or genomic DNA. Other suitable probes for use in 
the diagnostic assays of the invention are described herein. 

The invention also encompasses kits for detecting the presence of proteins or 
nucleic acid molecules of the invention in a biological sample. For example, the kit 

20 can comprise a labeled compound or agent (e.g., nucleic acid probe) C2q)able of 
detecting protein or mRNA in a biological sample; means for determining the 
amount of protein or mRNA in the sample; and means for comparing the amount of 
protein or mRNA in the sample with a standard. The compound or agent can be 
packaged in a suitable container. The kit can further comprise instructions for using 

25 the kit to detect protein or nucleic acid. 



The following Examples are offered for the purpose of illustrating the present 
invention and are not to be construed to limit the scope of this invention. The 
teachings of all references cited herein are hereby incorporated herein by reference. 
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EXAMPLES 
Identification of Single Nucleotide Polymorphisms 

The polymorphisms shqwn in the Table were identified by resequencing of 
target sequences &om individuals of diverse ethnic and geographic backgrounds by 
5 hybridization to probes inunobilized to microfabricated arrays. The strategy and 
principles for design and use of such arrays are generally described in WO 
95/11995. 

A typical probe array used in this analysis has two groups of four sets of 
probes that respectively tile both strands of a reference sequence. A first probe set 

10 comprises a plurality of probes exhibiting perfect complementarily with one of the 
reference sequences. Each probe in the first probe set has an interrogation position 
that corresponds to a nucleotide in the reference sequence. That is, the interrogation 
position is aligned with the corresponding nucleotide in the reference sequence, 
when the probe and reference sequence are aligned to maximize complementarily 

1 5 between the two. For each probe in the first set, there are three corresponding 

probes bom three additional probe sets. Thus, there are four probes corresponding 
to each nucleotide in the reference sequence. The probes firom the three additional 
probe sets are identical to the corresponding probe fipom the first probe set except at 
the interrogation position, which occurs in the same position in each of the four 

20 corresponding probes firom the four probe sets, and is occupied by a different 

nucleotide in the four probe sets. In the present analysis, probes were 25 nucleotides 
long. Arrays tiled for multiple different references sequences were included on the 
same substrate. 

Publicly available sequences for a given gene were assembled into Gap4 
25 (http://www.biozentrum.unibas.ch/-biocomp/staden/Overview.html), PGR primers 
covering each exon were designed using Primer 3 (http://www- 
genome. wi.mit,edu/cgi-bin/primer/primer3.cgi). Primers were not designed in 
regions where there were sequence discrepancies between reads. Genomic DNA 
was amplified in at least 50 individuals using 2.5 pmol each primer, 1.5 mM MgClj, 
30 100 \XM dNTPs, 0.75 \iM AmpHTaq GOLD polymerase, and 19 ng DNA in a 15 \il 
reaction. Reactions were assembled using a PACKARD MultiPROBE robotic 
pipetting station and then put in MJ 96-well tetrad thermocyclers (96°C for 10 



wo 01/18250 



PCTAJSOO/24503 



-45- 

minutes, followed by 35 cycles of 96°C for 30 seconds, 59°C for 2 minutes, and 
72°C for 2 minutes). A subset of the PCR assays for each individual were run on 
3% NuSieve gels in 0.5X TBE to confirm that the reaction worked. 

For a given DNA, 5 ^1 (about 50 ng) of each PCR or RT-PCR product were 
5 pooled (Final volume = 150-200 |J.l). The products were purified using QiaQuick 
PCR purification fi-om Qiagen. The samples were eluted once in 35 \il sterile water 
and 4 jil lOX One-Phor-All buffer (Pharmacia). The pooled samples were digested 
with 0.2 fl DNasel (Promega)for 1 0 minutes at 37°C and then labeled with 0.5 
nmols biotin-N6-ddATP and 15 Terminal Transferase (GibcoBRt Life 
10 Technology) for 60 minutes at 37**C. Both fragmentation and labeling reactions 
were terminated by incubating the pooled sample for 15 minutes at lOO^'C. 

Low-density DNA chips (Affymetrix,CA) were hybridized following the 
manufacturer's instructions. Briefly, the hybridization cocktail consisted of 3M 
TMACl, 10 mM Tris pH 7.8, 0.01% Triton X-lOO, 100 mg/ml herring sperm DNA 
15 (Gibco BRL), 200 pM control biotin-labeled oligo. The processed PCR products 
were denatured for 7 minutes at lOO^'C and then added to prewarmed (37*'C) 
hybridization solution. The chips were hybridized overnight at 44®C. Chips were 
washed in IX SSPET and 6X SSPET followed by staining with 2 Jig/ml SARPE 
and 0.5 mg/ml acetylated BSA in 200 \il of 6X SSPET for 8 minutes at room 
20 temperature. Chips were scanned using a Molecular Dynamics scanner. 

Chip image files were analyzed using Ulysses (Affymetrix, C A) which uses 
four algorithms to identify potential polymorphisms. Candidate polymorphisms 
were visually inspected and assigned a confidence value: high confidence 
candidates displayed all three genotypes, while likely candidates showed only two 
25 genotypes (homozygous for reference sequence and heterozygous for reference and 
variant). Some of the candidate polymorphisms were confirmed by ABI sequencing. 
Identified polymorphisms were compared to several databases to determine if they 
were novel. Results are shown in the Table. 

Association of Thrombospondin Gene Polymorphisms with Vascular Disease 
30 To determine pivotal genes associated with premature coronary artery disease, 

we analyzed DNA fi-om 347 patients with MI or coronary revascularization before 
age 40 (men) or 45 (women) and 422 general population controls. Cases were 
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drawn (one per family) from a retrospective collection of sibling pairs witii 
premature CAD. Controls were ascertained through random-digit dialing. Both 
cases and controls were Caucasian. A complete database of phenotypic and 
laboratory variables for the affected patients afforded logistic regression to control 
5 for age, diabetes, body mass index, gender. 

Throrabospondin (TSP) 4 and 1 emerged as important SNPs associated with 
premature CAD and MI, For CAD, 148 of 347 patients carried at least one copy of 
the TSP-4 variant compared with 142 of 422 control subjects; adjusted odds ratio 
1.47, p=0.01. For premature MI, the association was even stronger: 91 of 187 cases 
10 vs. 142 of 422 controls had the variant; adjusted odds ratio 2.08, p=0.0003. The 
TSP-1 SNP was rare. Nonetheless, homozygosity for the variant allele gave an 
adjusted odds ratio of 9.5, p=.04. 
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PRKCZ, protein kinase C, zeta 


PRKCZ, protein kinase C, zeta 


PTK2, PTK2 protein tyrosine 
kinase 2 


WNT2, winglefis-type MMTV 
integration site family member 


WNT2, wingless-type MMTV 
integration site family member 


WNT2, wingless-type MMTV 
integration site family member 


WNT2, wingless-type MMTV 
integration site family member 


W1IT2, wingless-type MMTV 
integration site family member 


WNT2, wingless-type MMTV 
integration site family member 


WNT2, wingless-type MMTV 
integration site family member 


WNT2B, wingless-type MMTV 
integration* site family, member 


ACVRl, activin A receptor, typ 


ACVRl, activin A receptor, tyj 


ADCY2, adenylate cyclase 2 
{brain) 


SPTANl, spectrin, alpha, non- 
erythrocytic 1 (alpha- fodrin) 
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ERCC5, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) 


ERCC5, excision repair cross - 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome ) ) 


ERCC5, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) 


ERCC5, excision repair cross - 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) 


ERCC5, excision repair cross - 
complementing rodent repair 
deficiency, complementation group 
S (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) 
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CTCTTGACGA (T/G) GACGAAGATG 


CCGGACTCTT (T/C) CAGCCATTAA 


CTOAGAAAGA {T/CI GCGGAAGATT 


TGGAACAGAA [C/T] GAAGACAGAT 


ERCC5, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) 


ERCC5, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome ) ) 


ERCC5, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
! syndrome) ) 


ERCC5, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) 


ERCCS, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) 


3507 


00 
<D 

m 
f-t 


n 
vo 
r» 

«H 


2357 


3109 


iHT2269 


HT2269 


HT2269 


a\ 
so 

CJ 

rg 


HT2269 


o 
o 

fH 

1 

< 
M 


WIAP-10457 


00 

in 
n> 
o 

•H 

1 

b 
< 
IH 


WIAF-10459 


i 

WIAF-10462 


9 
n 
o 

€9 


fS 

3 
ro 
o 


3 

o 

H 
O 


G103U10 


iH 
r-< 

3 
m 
o 

c 



wo 01/18250 



PCT/USOO/24503 



.54- 



•J 


> 




Q 


Q 




£- 


E- 


•J 


< 




U 


Q 






2 


0 




H 


H 


H 










u 


U 






0 


U 




CO 


s 


S 


£ 


CO 




CO 


£ 


GTTTCCTGTA [T/Cl TAAAGCAACT 


AGAACAGCTG (C/T) GAAAGAGCCA 


GATGTGCAGA [C/T] GGGAGGGCCA 


AAGAATTTGA (G/T] CTACTTGATA 


ACACTTCTGA (C/T) TOCACTCCCG 


GCCACCCCAT (G/T) AACCTGGAGG 


GAGTCACCAC (C/TJ TTCACCTTAT 


ACGTACATCA [A/C) TGCCTCGACO 


BRCC5, excision repair cross - 
complementing rodent repair 
deficiency, complementation group 
S (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) 


ERCC5. excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) 


ERCC5, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) > 


ERCC5, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
5 (xeroderma pigmentosum, 
complementation group G (Cockayne 
syndrome) ) i 


ZPK, zipper (leucine) protein 
kinase 


ZPK, zipper (leucine) protein 
kinase 


GPR37. G protein- coupled receptor 
37 (endothelin receptor type B- 
like) 
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GJAl, gap junction proteii), alpha 
1, 43kD (connexin 43) 


GJAl, gap junction protein, alpha 
1, 43kO (connexin 43) 


GJAl, gap junction protein, alpha 
1, 43kD (connexin 43) 


GJAl, gap junction protein, alpha 
1, 43kD (connexin 43) 


GJAl. gap junction protein, alpha 
1, 43kD (connexin 43) 


GJAl, gap junction protein, alpha 
1, 43kD (connexin 43) 


GJAl. gap junction protein, alpha 
1, 43kD (connexin 43) 


GJAl, gap junction protein, alpha 
1, 43kD (connexin 43) 


GJAl, gap junction protein, alpha 
1, 4 3kD (connexin 43) 


PYGB, phosphorylase, glycogen; 
brain 


PYGB, phosphorylase. glycogen; 
brain 


PYGB, phosphorylase. glycogen; 
brain 


PYGB, phosphorylase, glycogen; 
Ibrain 


jPYGB, phosphorylase. glycogen; 
brain 


PYGB, phosphorylase, glycogen; 
[brain 
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TGTACATCGC (G/C) GTCATCCTGG 


ATCACCCTGG (A/C) AGCTCAGTTA 


ATGGCTACAC (G/A) AGCm^GACA 


TCTGTGTGAA (G/T) GCTGGTAGAA 


TCCCAGCTGT (G/A) ACCCTCTGTA 


TCTGTAACCT (C/g) AATGGCTTCC 


TCACCACCAA (C/t ) GACCTGTACC 


CCCCATCTGG (C/a) TGACCCCTCC 


CCCTGCGGCA (G/A) AAGGCCAACT 


CAGTCAAAGC (G/A) GCTAAGGGAG 


CAAAGGAAGC (C/G) TTGGCAGTCA 


CTCCCATGGA (0/T) ACTGCTCAGA 


GGAACCTGTT [A/C) AGATAGAGCT 


ATGACACCTC (C/T) GACTGTGCCA 


AAGCCAAGGA (G/ A ) TGGTGGGCCT 


Human voltage -gated sodium channel 
mRNA, complete cds. 


Human voltage -gated sodium channel 
mRNA, complete cds. 


Human volt age -gated sodium channel 
mRNA, complete cds. 


Human voltage -gated sodium channel 
mRNA. complete cds. 


ACCNl, amiloride- sensitive cation 
channel 1, neuronal (degenerin) 


ACCNl, amiloride- sensitive cation 
channel 1, neuronal (degenerin) 


ACCNl, amiloride- sensitive cation 
channel 1, neuronal (degenerin) 


ACCNl, ami loride -sensitive cation 
channel 1, neuronal (degenerin) 


ACCKl, amiloride- sensitive cation 
channel 1, neuronal (degenerin) 


REST, REl-silencing transcription 
factor 


REST, REl-silencing transcription 
factor 


REST, REl-silencing transcription 
factor 


REST, REl-silencing transcription 
factor 


SCNNIG, sodium channel, 
nonvolt age -gated 1, gamma 
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AGTCCCTGTA (T/Cj GGCTTTCCAG 


AGTCATTTTG (T/Cj ACATAAACGA 


GAGGAATACA | A/G) CCCATTCCTC 


CTGCCTACTC (G/A) CTCCAGATCT 


CGTCCTCTGA {G/A) AOCTCTGTCA 


ACTTTGCCGA (C/T) GCCCTGTCTG 


GAGCCCATCA [C/T) CACCACACTC 


GCGTTCACTT [T/aI CCTTCGGGAC 


CCACAGTGAA (G/Tl ATCTCGCCOA 


GGCCTGGCTG (G/T) CCAGGACACA 


SCNNIG. sodium channel, 
nonvoltage-gated 1, gamma 


SCNNIG, sodium channel, 
nonvoltage-gated 1, gamma 


SCNNIG, sodium channel, 
nonvoltage-gated 1, gamma 


SCNNIG, sodium channel, 
nonvoltage-gated 1, gamma 


SCN5A, sodium channel, voltage- 
gated, type V, alpha polypeptide 
{long {electrocardiographic) QT 
syndrome 3) 


SCN5A, sodium channel, voltage- 
gated, type V, alpha polypeptide 
(long (electrocardiographic) QT 
syndrome 3) 


SCN5A, sodium channel, voltage- 
gated, type V, alpha polypeptide 
(long (electrocardiographic) QT 
syndrome 3) 


SCN5A, sodium channel, voltage- 
gated, type V, alpha polypeptide 
(long (electrocardiographic) QT 
syndrome 3) 


SCN5A, sodium channel, voltage- 
gated, type V, alpha polypeptide 
(long (electrocardiographic) QT 
syndrome 3) 


SCN5A, sodium channel, voltage- 
gated, type V, alpha polypeptide 
(long (electrocardiographic) QT 
syndrome 3) 
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CAGGGGACGC (C/T) GGACCCACTA 


CQCTGCTGCT (O/A) CCACTATTOC 


TCTGCGCGCG (C/T) AGCCCGCCAT 


CAGCATGTGQ (C/T) CGCCGTGGAT 


ATGAGCGAAA (G/A) GTGAATGCGT 


GGTTCCTGAG (A/G) GCCAAGATGG 


IGTGAGGCTOT (A/G) TCGQGTCTGC 


CCAAGAAATT (C/Gj AAGAGOAAAT 


ATCAGCCTGG (T/G) OATGCTGAOG 


GCCACGGGAT (C/T) GTGGAGQTTG 


CTTTGGCACC (G/A) TCATCTGCAA 


GGGTGTCTGT (G/A) AGTGTGTCCA 


CTGCTGCTTC (T/A) GCTCTTGTTC 


AAACGCTGTG (C/T) ATCATCTGGT 


GTGCGCTTCT (T/CJ CGCCTGCCCC 


SCai4A, sodium channel, voltage- 
gated, type IV, alpha polypeptide 


APLPl, amyloid beta (A4) 
precur9pr-li)ce protein 1 


APLPl, amyloid beta (A4) 
precursor- li)ce protein 1 


APLPl, amyloid beta (A4) 
precursor- li)ce protein 1 


APLPl, amyloid beta (A4) 
precursor- li)ce protein 1 


APLPl, amyloid beta {A4) 
precursor- li)ce protein 1 


APLPl, amyloid beta <A4) 
precursor- li)ce protein l 


APLP2, amyloid beta (A4) 
precursor -li)ce protein 2 


APLP2, amyloid beta (A4) 
precursor- li)ce protein 2 


APLP2, amyloid beta (A4) 
precursor- lilce protein 2 


CCKBR, cholecysto)cinin B receptor 


CCKBR, cholecystolcinin B receptor 


CCKBR, cholecystolcinin B receptor 


KCNAl. potaasium voltage -gated 
channel. 8ha)cer- related subfamily, 
member 1 (episodic ataxia with 
myolcymia) 


KCNAl, potassium voltage -gated 
channel, sha)cer- related subfamily, 
member 1 (episodic ataxia with 
myo)cymia) 
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ATTTCATCAC [C/G] CTGGGCACCG 


TGTGCATCAT [C/T] TGGTTCTCCT 


TGAACATCAT (T/A) GACATTGTGG 


CACAGTGACC (T/C) GGCTCTTTTT 


CCCTGOAGGA (T/C) GOGTTCTACG 
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TTCCGGGCAA [C/T] TCAGAAGAAA 


CACTGTGCCA (T/C) GTGCCTTTAT 


ACCTCTTCGA (T/C) ACAGCAGAAG 


ACCTGGCCGA (T/A) GAGATCCTGT 


CGTTACTCTG (T/G) GGACTACTCC 


KCNAl, potassium voltage-gated ^ 
channel, shaker- related subfamily, 
member 1 {episodic ataxia with 
myokymia) 


KCNAl, potassium voltage -gated 
channel, shaker- related subfamily, 
member 1 (episodic ataxia with 
myokymia) 


KCNA2, potassium voltage -gated 
channel, shaker-related subfamily, 
member 2 


KCNJ6, potassium inwardly- 
rectifying channel, subfamily J, 
member 6 


KCNJ6, potassium inwardly- 
rectifying channel, subfamily J, 
member 6 


KCNJ6, potassium inwardly- 
rectifying channel, subfamily J, 
member 6 


KCNJ3, potassium inwardly- 
rectifying channel, subfamily J, 
member 3 


KCNJl, potassium inwardly- 
rectifying channel, subfamily J, 
member 1 


KCNAB2, potassium voltage -gated 
channel, shaker- related subfamily, 
beta member 2 


potassium channel, inwardly 
rectifing (GB:D50582) 


potassium channel, inwardly 
rectifing (GB:D50582) 
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GCTTGGCTGC [A/G) TCTTCATGAA 


CGGTGATCGC tT/C) CTGCGCCACG 


GGACCCTGCC (G/A) AGCCCAGGTA 


GTGGCTCATC IG/A) CCTTCGCCCA 


TGGACTACTC [A/G] CGTTTTCACA 


GGCCACCGCT (T/Aj TGAGCCTGTG 


GGCCACCGCT (A/T] TGAGCCTGTG 


CGCGGGTCAC (C/T) GAGGAGGGCG 


CTGGTGTCGC (C/T) CATCACCATC i 


TCTCCATCGA [G/Cl ACGCAGACCA 


1 

CACTCCCCAG [C/A) AAGACTGGGG 


CCCAGCAAGA (C/G) TGGGGGCAGC 


potassium channel, inwardly 
rectifing (GB:D50582) 


potassium channel, inwardly 
rectifing (GB:D50582) 


potassium channel, inwardly 
rectifing (GB:D50582) 


potassium channel, inwardly 
rectifing (GBjD50582) 


KCNJ4, potassium inwardly- 
rectifying channel, subfamily J, 
member 4 


KCNJ4, potassium inwardly- 
rectifying channel, subfamily J, 
member 4 


KCNJ2, potassium inwardly- 
rectifying channel, subfamily J, 
member 2 


potassium channel, inwardly 
rectifying, high conductance, 
alpha subunit 


potassium channel, inwardly 
rectifying, high conductance, 
alpha subunit 


potassium channel, inwardly 
rectifying, high conductance, 
alpha subunit 


KCNBl, potassium voltage-gated 
channel, Shab- related subfamily, | 
member 1 i 


KCNBl, potassium voltage-gated 
channel, Shab- related subfamily, 
member 1 
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GAGTGTGCCA (C/A) GCTTTTGGAC 


ACAACCCCCA (G/AJ CTGGCCCACG 


TCCTGGGCAA IG/A) ACCTTGCAGG 


CGAGCTGCTC (G/A) TGCGCTTCTT 


CTCTGGGTCC (G/A) CGCGGGCCAT 


GTTATCCTCA [T/CJ CTCCATCATC 


CAACCAOCCA (G/Al TGGAGGAGGC 


CATCATCTGG (T/C) TCTCCTTCGA 


GTGTATTCTO (T/a) GGATTACTCC 


KCNBl, potassium voltage -gated 
channel, Shab-related subfamily, 
member 1 


KCNBl, potassium voltage-gated 
channel, Shab-related subfamily, 
member 1 


KCNA5, potassium volt age -gated 
channel, shaker- related subfamily, 
member 5 


KCNA5, potassium voltage-gated 
channel, shaker- related subfamily, 
member 5 


KCNAS, potassium voltage -gated 
channel, shaker-related subfamily, 
member 5 


KCNAS, potassium voltage -gated 
channel, shaker- related subfamily, 
member 5 


KCNAS, potassium voltage-gated 
channel, shaker- related subfamily, 
member 6 


KCNA3, potassium voltage-gated 
channel, shaker-related subfamily, 
member 3 


KCNJ8, potassium inwardly- 
rectifying channel, subfamily J, 
member 6 


2321 


o 

00 


COST 


1249 


n 
r- 
as 


1013 


1836 


CD 


1280 


HT0383 


r> 
o 


HT0S22 


HT0522 


HT0522 


HT0522 


r» 

ON 

rH 

X 


HT0222 


HT27381 


WIAF-13200 


WIAF-13208 


u> 

«H 

in 

(N 
tH 

< 

M 


WIAP-12519 


o 
rN 

in 

CN 
rH 
1 

< 

IH 

3 


WIAF-12521 


WIAF-12651 


WIAF-12714 


WIAP-13218 


00 

o 
fl 
o 


(0 

CD 
O 
fH 
O 


H 

CD 
00 

o 

H 

o 


IS 

3 
00 
CO 

o 

H 

O 


G1088U3 


3 

CD 
QO 
O 
fH 

(9 


G1090U1 


G1091U1 


iH 
OV 

o 

iH 

o 



wo 01/18250 



PCTAJSOO/24503 



-65- 





H 




u 


CO 


x 




b 


H 


in 


u 


cn 


s 






o 


o 


H 






ti 


U 




o 


U 


u 


o 




CQ 






0) 


CQ 


09 




TTCTCTACTT [C/Tl GGCTTGCGGT 


GTGGTCTGCA (T/C) CTTTGGCOAC 


GATQATACTT (C/G) GCTQCAQGAC 


TCGTGGTCTG IC/T) ATCTTTOGCO 


CACTCATGAQ [C/T) QCGACGTACT 


GGATGTTTCA [C/T] TGGTGTGCAC 


CATCCTGACT [C/T) GAAGTGAAGC 


KCNMAl, potassium large 
conductance calcium- activated 
channel, subfamily M, alpha member 
1 


KCNMAl, potassium large 
conductance calcium- activated 
channel, subfamily M, alpha member 
1 


KCNMAl, potassium large 
conductance calcium-activated 
channel, subfamily M, alpha member 
1 


KCNMAl, potassium large 
conductance calcium- activated 
channel, subfamily M, alpha member 

1 ' 


KCNMAl, potassium large 
conductance calcium-activated 
channel, subfamily M, alpha member 
1 


KCNMAl, potassium large 
conductance calcium-activated 
channel, subfamily M, alpha member 
1 


KCNMAl, potassium large 
conductance calcium- activated 
channel, subfamily M, alpha member 
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AGTTTTTGGA (C/TJ CAAGACCATG 


TGCACGGGAT [G/A) TTACGTCAAC 


TGCTGGTAAT [A/T) GATGCATCTA 


TCTACCTGCA [C/Tl ACAGTCATTC 


CAAAGGTATA [C/T) AGATGACAAC 


CCTGAAAATO [A/G) AGCCACCTTC 


TGAACATCAG [A/G) TGQAGCTACT 


ACTATGAGAA (G/Aj ATAGAGAGAA i 


CTGAAOAGGG (C/T) GGGTACTCAT 


AGACAAGCCA (O/A) TAAAAACAGA 


CACCACAGCA (G/A) CTGTCATGGC 


GCCCAATQAG (A/G) TTAAAGTCTC 


GATTTTCACC (G/A) ATCAAGAGAT 


KCNMAl, potassium large 
conductance calcium-activated 
channel, subfamily M, alpha member 
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KCNMAl, potassium large 
conductance calcium-activated 
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KCNMAl, potassium large 
conductance calcium-activated 
channel, subfamily M, alpha member 
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PRKM8, protein )cinase mitogen- 
iactivated 8 (MAP kinase) 


DAGl, dystroglycan 1 (dystrophin- 
associated glycoprotein 1) 
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increased (S. cerevisiae) 1 


PMSl, postmeiotic segregation 
increased (S. cerevisiae) 1 


PMSl, postmeiotic segregation 
increased (S. cerevisiae) 1 


PMSl, postmeiotic segregation 
increased (S. cerevisiae) 1 


PMSl, postmeiotic segregation 
increased (S. cerevisiae) l 


PMSl, postmeiotic segregation 
increased (S. cerevisiae) l 


PMSl, postmeiotic segregation 
increased (S. cerevisiae) 1 


PMSl, postmeiotic segregation 
increased (S. cerevisiae) 1 


PMSl, postmeiotic segregation 
increased (S. cerevisiae) 1 


PMSl, postmeiotic segregation 
increased (S. cerevisiae) 1 

PMSl. postmeiotic segregation 
increased (S. cerevisiae) 1 


vo 
o\ 
o> 


tn 
«n 
n 
n 


H 

n 

fM 
CM 


r> 

H 

to 


1723 


.1732 


o 
to 

^o 
fi 


1975 


. 1881 


2454 


in 

fM 


2557 
971 


M16038 


eo 
r- 
m 

X 


HT4 578 


HT4 578 


HT4 578 


HT457B 


HT4578 


HT4 578 


HT4578 


HT4578 


HT4 578 


HT4S78 
HT4578 


-12081 


-12030 


-12031 


■12040 


•12063 


\o 
o 

fM 

ri 


•12065 


-12066 


-12067 


12068 


12069 


12082 
12083 


WIAF- 


WIAP- 


WIAF- 


< 


WIAF- 


WIAP' 


WIAF- 


WIAP- 


WIAP- 


WIAF- 


WIAP- 


WIAF- 
WIAF- 


G1550U4 


rH 

3 
IN 
lA 

tn 

•H 


fM 
3 
fM 

in 
in 

H 

C9 


3 
ra 
in 
in 

rH 


3 

IN 

in 
in 

ri 

O 


in 
3 

fN 

m 
in 
f-t 
O 


vo 
3 
IN 

m 
tn 

ri 

O 


G1S52U7 


G1552U8 


o\ 
3 

CM 

in 
tn 

1-4 

O 


o 

ri 

3 

IN 

in 
in 

ri 
O 


01552U11 



wo 01/18250 



PCT/USOO/24503 



-79- 



09 






< 


> 






q: 


a: 




< 




o 


cn 




> 


< 


< 






a 


o 


Ob 


> 


M 


a: 


H 


<< 


U 


u 




< 


< 


o 




t- 


u 




< 


u 


O 






U 






u 


<< 


o 








CO 


CO 




CQ 


£ 




CO 


s 


£ 


£ 


£ 


£ 


£ 


! 

J 
1 

i 


I 

J 

j 


CTGCCAGGCT (G/A] CAAGGGCCAA 


CACATGCCAG (T/C) GCCAATCCCC 


GGGGCTCAGC (T/C) GACGGCCCTC 


GACCCCTCAG (C/T) CGTGCCTGTG 


CCGGAGCCCA (G/A) GGACTGCGTC 


ACGGATGCAC (T/A) GGGCCAGGTC 


GCGCCGCTGC (C/G) TGGCCGCCCG 


TTGGAATTCC (A/G ] GGTCATGCCT 


AATCAACTAC [C/TJ CAGGAAAAAC 


CCTGAGGTTG (T/C) GGAAAAGGAA 


AGAAGATGAG (A/T) TTATGCCTGA 


GAGAGGCCGC (G/A) ACCCAACACC ' 


ELK3, BLK3, BTS-domain protein 
(SRF accessory protein 2) NOTE: 


H 

10 

c 

0 

H 
(D 
H 
> 
0 

u 
p. 

v 
E 
d 
C 

a 

G 

Id 

H 

1 


ELK3. BLK3« ETS-domain protein 
(SRF accessory protein 2) NOTE: 
Symbol and name provisional. 


BLK3, ELK3, ETS-domain protein 
(SRF accessory protein 2) NOTE: 
Symbol and name provisional. 
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EGFR, epidermal growth factor 
receptor (avian erythroblastic 
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homolog) 
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homolog) 
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AKT2, v-akt murine thymoma viral | 
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TCATGGACAA (G/C) GTGGTGCGGT 
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TCTTTCCAAG [T/C) GGACTCTTTC 


CTCTGGATGG (T/C) GATCCTACAA 


CCGGCACTCA (C/T) TTCCATlTrC 


O-oncogene c-abl, tyrosine 
ein kinase, alt. transcript 2 
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REL, v-rel avian 
reticuloendotheliosis viral 
oncogene homolog 
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interacting serine-threonine 
kinase 1 


DNA repair and recombination 
homolog RAD 5 2 
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replication protein Rpa4, 30 kDa 
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FER, fer (fps/fes related) 
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oncogene family 


ELKl, ELKl, member of ETS 
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PMS2Ld, postmeiotic segregation 
increased 2-like 8 


PMS2La, postmeiotic segregation 
increased 2-like 8 


PMS2L8, postmeiotic segregation 
increased 2-like 8 


PMS2L8, postmeiotic segregation 
increased 2-like 8 
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increased 2-like 8 
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increased 2-like 8 
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increased 2-like 8 


PMS2LB, postmeiotic segregation 
increased 2-like 8 


PMS2L8, postmeiotic segregation 
increased 2-like 6 
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complementing rodent repair 
deficiency, complementation group 
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CCTCACGGAT (T/C) ACCTCAAGGG 


GGCTCCTGAG [G/A] TGCTCGAGGG 


TGCTQAAGAG (C/Tl OACCTCACAG 


CCAGAGACAG (C/T) GCGACCCGGA 1 


ACCTGGCCAT [C/T] GTCCACGCCA 


AGTGCTTGAC (T/A) GACATTTACC 


CATGCTGGTC (G/A) TCCTCATCTT 


ACATCCACGC (A/C) GCTCGAGGGA 


GGTGCTAGTC [T/C] GCGCCATCAA 


BRCC4, excision repair cross - 
complementing rodent repair 
deficiency, complementation group 
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ERCC4, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
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ERCC4, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
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ACVR2B, activin A receptor, type 
IIB 


ACVR2B, activin A receptor, type 
IIB 


ACVR2B, activin A receptor, type 
IIB 


ACVR2B, activin A receptor, type 
IIB 


ACVR2B, activin A receptor, type 
IIB 


androgen | 


CXCR4, chemokine (C-X-C motif ) , 
receptor 4 (fusin) 


CCR2, chemokine (C-C motif) 
receptor 2 


CCR2, chemokine (C-C motif) 
receptor 2 


SCyA17, small inducible cytokine 
subfamily A (Cys-Cys) , member 17 


NRAMPl, natural resistance- 
associated macrophage protein 1 
(might include Leishmaniasis) 
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CACCTACCTG [G/C] TCTGGACCTG 


CGGTACACAG (T/C) GACAATTGAG 


GAGCACGGGT [C/T] CCTGTTTGAT 


CAGAGTTATG [A/TJ GOCACTOCCG 


TATATTGGGA [G/C J ATTGCTCGAA 


GAGATGTGTC [T/C) CTCCAAAGAC 


AGCTGTACTT (C/T) CAACAGTTAT 


GGGGAAACCA (A/G] TGAAAAGCGT 


TCACCTGCTG (T/C) TATAACTTCA 


TGAAAGAAGT {G/ A) GCAACGCTGT 


GCATCTCTGC [C/T) GAAGCCAAGG 


TGACCAGCCT [C/TJ CGCCGCTCGG 


CAGAGTGCAA (G/A) CGCAGCCACA 


ATAACAACCC (C/T) ATCTGGTCAO 


TGAAGCTCTT (C/T) TTTGGTGGCC 


NRAMPl, natural resistance- 
associated macrophage protein 1 
(might include Leishmaniasis) 


ACVRIB, activin A receptor, type 
IB 


ACVRIB, activin A receptor, type 
IB 


ACVRIB, activin A receptor, type 
IB 


ACVRIB, activin A receptor, type 
IB 


ACVRIB, activin A receptor, type 
IB 


Human CTLA4 counter- receptor (B7- 
2) mRNA, complete cds. 


CCR7, chemo)cine (C-C motif) 
receptor 7 


SCYA2, small inducible cyto)tine 
A2 (monocyte chemotactic protein 
1, homologous to mouse Sig-je) 


CD80, CD80 antigen (CD28 antigen 
ligand 1, B7-1 antigen) 


PRFl, perforin 1 (preforming 
protein) 


PRFl, perforin 1 (preforming 
protein) 


PRFl, perforin 1 (preforming 
protein) 


PRFl, perforin 1 (preforming 
protein) | 


PRFl, perforin 1 (preforming 
protein) 
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CTGATGGGAT (C/G) CTATGGAACC 


ATGATQCCAT tT/C] GATGCCCi'CG 


CTGTCTCTGG (C/T] TGGCCAAAGG 


AGAAAGGGAT (A/C) ACCTGCCGCA 


AGAGGCCGCA (T/C) GTCGOATCTC 


CCGTTTGCCT (G/A] CCTCGTCCAG 


GTTTGACTGT [G/Al GACCAGCTOC 


GTGTCTOAGA (G/A] ACTCCGGACC 


GGGACTAAGA (G/Cl CTGGGAAGAA 


TCTCCGATGA {T/Cj ACACTCTTTC 


GCTGCTCTCC IC/T] GGAGATGGCA 


GTGGCCTTCT (C/T] CACCAATGGG 


ACAGCCCTCC (A/G) TGTGCTACCT 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 


Human telomerase-associated 
protein TP-1 mRNA, complete cds. 
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1 GCCTAAACCT (G/C) TGTGAACCCA 1 
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ABAT, 4 -aminobutyrate 
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aminotransferase i 
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aminotransferase 
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aminotransferase 


ABAT, 4 -aminobutyrate 
aminotransferase 


ABAT, 4 -aminobutyrate 
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CSFl, colony stimulating factor 1 
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CSFl, colony stimulating factor 1 
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CSF2RB, colony stimulating factor 
2 receptor, beta, low-affinity 
( g r anu locyte-mac r ophag e ) 
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CCCTCATCAA [G/C] GAGGCAGGCT 
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ACCAGCCTGA (G/Aj GTGTCTCAGO 


CAGACCATGG [T/C) GTGTGACATC 


TATATTGGCA (T/C J GGGCTATTAT 


GTGCCACAGA IC/G] GATTTTGCGO 


CTGCATGCCA [T/C] TTCAAGCAAA 


ALDHS, aldehyde dehydrogenase 5 


ALDHS, aldehyde dehydrogenase S 


ALDHS, aldehyde dehydrogenase 5 


GLDC, glycine dehydrogenase 
(decarboxylating; glycine 
decarboxylase, glycine cleavage 
system protein P) 


GLDC, glycine dehydrogenase 
(decarboxylating; glycine 
decarboxylase, glycine cleavage 
system protein P) 


GLDC, glycine dehydrogenase 
(decarboxylating; glycine 
decarboxylase, glycine cleavage 
system protein P) 


GLDC, glycine dehydrogenase 
(decarboxylating; glycine 
decarboxylase, glycine cleavage 
system protein P> 


GLDC, glycine dehydrogenase 
(decarboxylating; glycine 
decarboxylase, glycine cleavage 
system protein P) 


GLDC, glycine dehydrogenase 
(decarboxylating; glycine 
decarboxylase, glycine cleavage 
system protein P) 
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GLDC. glycine dehydrogenase 
(decarboxylating; glycine 
decarboxylase, glycine cleavage 
system protein P) 


GLDC, glycine dehydrogenase 
(decarboxylating; glycine 
decarboxylase, glycine cleavage 
system protein P) 


GLDC, glycine dehydrogenase 
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decarboxylase, glycine cleavage 
system protein P) 
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system protein P) 


GLDC, glycine dehydrogenase 
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decarboxylase, glycine cleavage 
system protein P) 
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TTGCTGGTAC IT/A] CTTCTATCCA 


TTACCCACGA [C/G] ATGAGGCAGG 


CCCCCAGTCC [C/Gl CCG'iXiATGCA 


GGCAAGAAGA [G/Al CTTCGAGACT 


TACGATAAGA [A/Tl GCAAACGTGG 


CCACTCAAAC [C/T] TTTCAACAAA 


TGGCGGGCAA [C/T] GTGCTGGTGT 


GCAGCCTGCC [ A/Gl GAGATCGACA 


TCCTGGCTGC (A/G] GTCACCACCA 


AAGGAGCCTG (T/Cl CQGGGAGAAC 


AGACCAAGGC [C/T ] OGCCGCATCA '\ 


GCCGCCGCTC (G/A) GATGAGGACT 


ACTATGGACT [C/T] ACAGCAGCCG 


ATAAAAAGAG [C/T] GAATAGCACC 


ATAGCCAGTG [C/O] AGTGCTGGAG 
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CCTGCCGGGA [C/Ol TTGCCTTGTT 


TGGTGGTCCT [C/G] TCCTCTCTTG 


TAGTATTTCA [G/T] GTATGCTGCT 


TSHR, thyroid stimulating horroonel 
receptor i' 


TSHR. thyroid stimulating hormone 
receptor 


ALDH3. aldehyde dehydrogenase 3 


ALDH3, aldehyde dehydrogenase 3 


CA4, carbonic anhydrase IV 


AOTRl, angiotensin receptor 1 


AD0RA2B. adenosine A2b receptor 


POR, P450 (cytochrome) 
oxidoreductase 


POR, P450 (cytochrome) 
oxidoreductase 


POR, P4S0 (cytochrome) 
oxidoreductase 


POR, P450 (cytochrome) 
oxidoreductase 


POR, P4 50 (cytochrome) 
oxidoreductase 


ALDH6, aldehyde dehydrogenase 6 
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F8C. coagulation factor VIIIc, 
procoagulant component (hemophilia 
A) 


FBC, coagulation factor VIIIc, 
procoagulant component (hemophilia 
A) 


F8C. coagulation factor VIIIc, 
procoagulant component (hemophilia 
A) 


F8C, coagulation factor VIIIc, 
procoagulant component (hemophilia 
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F8C, coagulation factor VIIIc, 
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P8C, coagulation factor Vlllc, 
procoagulant component (hemophilia 
A) 


AVPRIA, arginine vasopressin 
receptor lA 


AVPRIA, arginine vasopressin 
receptor lA 


AVPRIA, arginine vasopressin 
receptor lA 


AVPRIA, arginine vasopressin 
receptor lA 


AVPRIA, arginine vasopressin 
receptor lA 


AVPRIA,. arginine vasopressin 
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AVPRIA. arginine vasopressin 
receptor lA 


ACADM, acyl -Coenzyme A 
dehydrogenase, C-4 to C-12 
straight chain 
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straight chain 
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SATBl, special AT- rich sequence 


binding protein 1 <binds Co 
nuclear matrix/scaffold- 
as soc iat ing DNA • s ) 


MSXl, msh (Drosophila) homeo box 
homolog 1 (formerly homeo box 7) 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


Human glycoprotein receptor gp330 
Iprecursor, mRNA, complete cda. 
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CATCTTTGAA [G/C] ACCAGTTATA 


TCATGGCCAC (G/A) GACCCCCAGT 


AGTGGCTGGC (A/GJOTCGGCATGO 


CCATGGCAGA tG/ A] TTGAATGCCA 


ATCGCCAAGA [G/A] ATTGAATACG 


GCCACACAGA [C/Tj GGAGCCAGCT 


CCGCCTGCTA [C/T] GCCC1K5GCCA 


ACAAATACAT (T/C) GTGACAGGCT 


CGGACAGCGT (C/T) GCCCTGAGGA 


CTGAGTTGTG (A/T) CATCTCCAGA 


Human glycoprotein receptor gp330 
precursor, mRNA, complete cds. 


TLSl, transducin-like enhancer o£ 
split 1, homolog of Drosophila 
E(8pl) 


TLEl, transducin-like enhancer of 
split 1, homolog of Drosophila 
E(spl) 


TLEl, transducin-like enhancer of 
split 1. hcxnolog of Drosophila 
E(spl) 


TLEl, transducin-like enhancer of 
split 1, homolog of Drosophila 
E(8pl) 


TLEl, transducinrlike enhancer of 
split 1, homolog of Drosophila 
E(8pl) 


TLEl, transducin-like enhancer of 
split 1, homolog of Drosophila 

E(8pl) 


TLB2, transducin-like enhancer of 
split 2, homolog of Drosophila 
E(spl) 


TLE2, transducin-like enhancer of 
split 2, homolog of Drosophila 
B(spl) 


TLE2, transducin-like enhancer of 
split 2, homolog of Drosophila 
E(spl) 
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LRPl, low density lipoprotein- 
related protein l {alpha-2- 
macr ©globulin receptor) 


LRPl, low density lipoprotein- 
related protein 1 (alpha-2- 
macroglobulin receptor) 


LRPl, low density lipoprotein- 
related protein 1 (alpha-2- 
macroglobulin receptor) 


LRPl, low density lipoprotein- 
related protein 1 {alpha-2- 
macroglobulin receptor) 


LRPl, low density lipoprotein- 
related protein 1 ( alpha- 2- 
macroglobulin receptor) 
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related protein 1 (alpha- 2- 


macroglobulin receptor) 
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macroglobulin receptor) 
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related protein 1 (alpha-2- 
macroglobulin receptor) 
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macroglobulin receptor) 
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transcription factors 4) 


TCP12, transcription factor 12 
(HTF4, helix-loop-helix 
transcription factors 4) 
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light polypeptide gene enhancer in 
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QLI3 (Greig cephalopolysyndactyly 
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GLI3, GLI-Kruppel family member 
GLI3 (Greig cephalopolysyndactyly 
syndrome) 


FABP3, fatty acid binding protein 
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derived growth inhibitor) 


IRF2, interferon regulatory 
factor 2 
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related gene 1 (mouse homolog) 
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related gene 1 (mouse homolog) 
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related gene 1 (mouse homolog) 
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related gene 1 (mouse homolog) 
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related gene 1 (mouse homolog) 


FSRGl: female sterile homeotic- 
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HIVEPl, human immunodeficiency 
virus type I enhancer-binding 
protein 1 
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zinc finger protein C2H2-171 


ANX7, annexin VII (synexin) 


ANX7, annexin Vll (synexin) 


zinc finger protein ZNF37A | 


zinc finger protein ZNF169. 
Krueppel-type 


Homo sapiens inducible nitric 
oxide synthase (NOS) mRNA, 
complete cds. 


FBNl, fibrillin 1 (Marfan 
syndrome) 


FBNl. fibrillin 1 (Marfan 
syndrome ) 


PBNl, fibrillin 1 (Marfan 
syndrome ) 


Ifbni, fibrillin 1 (Marfan 
syndrome) 


FBNl, fibrillin 1 (Marfan 


1 syndrome) I 


KLKBl, )calli)(rein B plasma. 
(Fletcher factor) 1 


HRO. histidine-rich glycoprotein 


HRG. histidine-rich glycoprotein 


HRG, histidine-rich glycoprotein 


IsAAl, serum amyloid Al 


ISAAl. serum amyloid Al 


ISAAl, serum amyloid Al 


ISAAl, serum amyloid Al 


ISAAl, serum amyloid Al 


PLCGl, phoapholipase C. gamma 1 
(formerly subtype 148) 
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TAOATGTAGT (G/C) AACAACCCAQ 


ATTTGCGGGA [G/C] GGCAACATCA 


ACAGCCGGCC (G/A) ACTTTGGAGG 


TCTTGGATCA (G/C) CTGAACTATG 


CAAAAAGCCT (G/C) CATCAGAGCT 


CCACAATGGT ( A/G J TCAGAGGAGG | 


AGAGGATTTA (O/C) AGGAAGATGA | 


ACCTGAGCCC (C/T) GAGGAGAAGG 


TCACAGCCCT (T/C) CGGCCAGGGT 


CCCAGATGAA (T/C) GQGAAACCCT | 


GGCTGGCCCA (A/G) TGAGAACCTQ 


GTGAGACCGA (T/C ) TTCCGCCGAT 


TGTCACTGTC (A/G) GAACTCAGTT 


i AGTGGAAATG [G/A] CATCCAGTGC 


GCAGTGCCCA (C/T) GGCGAGCTGG 


GAGCAGTATG (C/A) CAGCAAGGTT 


SMARCA3, SWI/SNF related, matrix 
aesociated, act in dependent 
regulator of chromatin, subfamily 
a, member 3 


SMARCA3. SWI/SNF related, matrix 
associated, act in dependent 
regulator of chromatin, subfamily 
a, member 3 


BCL6, B-cell CLL/lymphoma 6 (zinc 
finger protein 51) 


BCL6, B-cell CLL/lymphoma 6 (zinc 
finger protein 51) 


STAT2, signal transducer and 
activator of transcription 2, 
113)cD 


STAT2, signal transducer and 
activator of transcription 2. 


transcription factor znf6 | 


transcription factor znf6 


XBPl, X-box binding protein 1 


THBSl, thrombospondin 1 1 


THBSl, thrombospondin 1 


THBSl, thrombospondin 1 


THBSl, thrombospondin 1 


THBSl, thrombospondin 1 


THBSl. thrombospondin 1 


ZNF76, zinc finger protein 76 
(expressed in testis) 


ZNF76, zinc finger protein 76 
(expressed in testis) 
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CACCAGGTGA (C/T) GGTACAGAAA 


GAAGAGCCAC (G/T] TTCGTACCCA 


AGCTGTGGAA (A/G) GGCCTTTGCC 


IagCTGTCGCA [C/T] TCGGACGAGA | 


TTCGATTTTC (T/CJ AAAGAACAAC 


GGCGTGCTGA (G/C) TGCCCTGGGA 


TTATAACGTT (T/G) ATGTAGCTGA 


CTCGGAACTG (G/A) GACTGAGGCC 


TCTCACGGAT (G/A) GCACCATCAC 


ATCTAATGAC (C/A) AAAAGTGACA 


GATGATGAAC (A/G) GTTTGTCCCA 


TCAGCAAGTC (C/T) CTTTTATGGT 


ZNF76, zinc finger protein 76 
(expressed in testis) 


ZNF76, zinc finger protein 76 
(expressed in testis) 


ZNF76, zinc finger protein 76 
(expressed in testis) 


|zinc finger protein MAZ | 


TCF6L1, transcription factor 6- 
li)ce 1 (mitochondrial 
transcription factor 1-like) 


TCP6L1, transcription factor 6- 
like 1 (mitochondrial 
transcription factor 1-like) 


TCF6L1, transcription factor 6- 
like 1 (mitochondrial 
transcription factor 1-like) 


MITF« microphthalmia -associated 
transcription factor 


MITF. microphthalmia-aasociated 
transcription factor 


GTF2H3, general transcription 
factor IIH, polypeptide 3 (34kD 
subunit) 


ETV5,, ets variant gene 5 (ets- 
related molecule) 


ETVS, ets variant gene 5 (ets- 
related molecule) 
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GACTGGAAGG [C/G] AAAGTCAAAC 


TTACCTCCTG (G/ A) ACATGGACCG 


TCCCAGATTT fT/Cj CAGTCl'GATA 


CTGGAAGGCA lA/G) AGTCAAACAG 


AGAGCATGTC IC/A) AATGTTCCAT 


ATCTCAATCG (A/G) CACAAGCTCT | 


AAAGGAGACA (G/Tl GACGGCAGGA 


TGAAGCTCAC (T/A) CTTTATAATC 


CTCAACAGAC (A/G) GCTTCCTTGA 


AGAGCCAGAG (C/T) TCTACCTCGA 


GCTCAGACAG (G/A) GAACCCTGAG 


AAAAGCCTTA (T/C) GTGTGCCGGG 


CTGGGGATCC (A/Gl GGCCCAGGGG 


QGGAAAAGCC (T/G] TATGTGTGCC 


CAGCTCTAAT (C/T) ACACACAAGC 


AGCATTGTAT (A/G) TGGAGAAGTC 


CACAGCTCCT (C/TjGCTCAGCCAG 


TCAGCCAGCA (C/T) GAAAGGACGC 


AGTCACAGCT (C/Tl GTCCCTCACC 


ETV5, ets variant gene 5 (ets- 
related molecule) 


ETV5, ets variant gene 5 (ets- 
related molecule) 


ETVS, ets variant gene 5 (ets- 
related molecule) 


ETV5, ets variant gene 5 (ets- 
related molecule) 


ACATl, acetyl -Coenzyme A 
acetyltransferase 1 (acetoacetyl 
Coenzyme A thiolase) 


zinc finger protein DBl | 


EDNRB, endothelin receptor type B 


EDNRB, endothelin receptor type B 


MTFl, metal -regulatory 
transcription factor 1 


ZNP133, zinc finger protein 133 
(clone pHZ-13) 


ZNP133, zinc finger protein 133 
(clone pHZ-13) 


ZNP133, zinc finger protein 133 | 
(clone PH2-13) 


ZNF133. zinc finger protein 133 
(clone PH2-13) 


ZNF133, zinc finger protein 133 
(clone pHZ-13) 
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ZNF136, zinc finger protein 136 
(clone pHZ-20) 


ZNF135, zinc finger protein 135 
(clone pHZ-17) 


ZNF135, zinc finger protein 135 
(Clone pHZ-17) 


ZNF135, zinc finger protein 135 
(Clone pHZ-17) 
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GCGAATCCAC {A/G] CTGGGGAGAA 


CAGGAGAGAA (A/G] CCCTATGAAT 


AAAGCCGTAT (G/C) GGTGCAATGA 


CACCAAACAT (C/T) AGCGAATCCA 


CCTATGGGCC (G/A] TTCACCACOG 


TCCCCAAGTG (G/A) ACTCGCCCCG 


QAGCTGGCCT (A/G] TACTTTAGCA 


TGCTGTGGGC (G/A) TAAGCACCCT ; 


TGAGTCCTCT (G/TJ TTTCATCAGC 


AAACATCATT (T/C) GATTGAACAC 


AGATATTCCA ( A/T) AAGAGTAGTT 


AGAGAAGGGA (A/C] TGCTAAGAAC 


TGCCAACAGA (C/T) CAGACAGl'GT 


ATAACTTTAG (T/C) TGCTCCCTGT 


CAGTTTTACC (A/G) GTGGGATCAA 


1 CTTGCCAACA [A/G] TCCAAAATAG 


ZNF135, zinc finger protein 135 
(clone pHZ-17) 


ZNF135, zinc finger protein 135 
(clone pHZ-17) 


ZNF135, zinc finger protein 135 
(clone pHZ-17) 


ZNF135, zinc finger protein 135 
(clone pHZ-17) 


CYP27A1, cytochrome P450, 
subfamily XXVIIA (steroid 27- 
hydroxylase, cerebrotendinous 
xanthomatosis) . polypeptide 1 


CYP27A1, cytochrome P450, 
subfamily XXVIIA (steroid 27- 
hydroxylaae, cerebrotendinous 
xanthomatosis) , polypeptide 1 


MUT, methylmalonyl Coenzyme A 
mutase 


MUT, methylmalonyl Coenzyme A j 
mutase 


zinc finger homeodomain protein 


zinc finger homeodomain protein 


zinc finger homeodomain protein 


zinc finger homeodomain protein 


zinc finger homeodomain protein 


zinc finger homeodomain protein 


zinc finger homeodomain protein 
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ACAAOTATCT [G/C] TATGCCATGC 1 


TGACGATGTC (A/G] GAAACCATGC 


GCCATTCCCA [C/T] GCCAAAATGT 


AGAGTACCAG [C/G J TGTTGGTGGA 


!attgttccc(c/g) 


TGCTGGCAGA (G/A) TCAGATGAAT 


TGGCCAAGGC (C/Aj AAAGCTGTGA 


1 AACTGCCTGA (G/A) TGTCTTAAAT 


1 TCGAAATGGA (G/Cl CGTGCGTTCC 


IaCTGCCCCAC (C/Gl GTCATTAACA 


[CTGCCCCACC (G/al TCATTAACAG 


lAAGAGACTAT (T/C) ACAGCCCTCT 


1 CCGCCACCAG (C/T] AGTACCGGGT 


[GGAGCGCAGA [G/C] TCGGCAGGCA 


[GCCCTCAAGG [G/A] CTGAAAATAA 


ATGAGTACGA (T/C) GAGCTTCCAG 


TCATGGGTCT (G/A] GATGGGGCCA 


CTCAGATCCA (T/C) TGGACACriT 
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CTTCTAACGA [G/A) ACCACTTTTG | 


GCTTACATTC tT/G) GAATTACTTA | 


TGGCTCACTA (C/TJ GACACCACCG 


TCATCCCCAC (G/A) GTGCTGGACA 


GGCACCCAAT (G/A) GAAGCCATGC 


TCATGGGCCT (G/A) GCAGTGGTGC 
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GCCTCCTTCA fT/C) GGCCTACAGC 
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CLCN4, chloride channel 4 | 
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ADRB2, adrenergic, beta-2-, 
receptor, surface 


ADRB2, adrenergic, beta-2-, 
receptor, surface 


ADRB2, adrenergic, beta-2-, 
receptor, surface 


ADRB2, adrenergic, beta-2-, 
receptor, surface 


ACATN, acetyl -Coenzyme A 
transporter 


NAPG , N - ethy Imaleimide - sensi t ive 
factor attachment protein, gamma 
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BDKRB2, bradykinin receptor B2 


ACACA, acetyl -Coenzyme A 
carboxylase alpha 


IlePR, leptin receptor 


|lepr, leptin receptor 
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LEPR, leptin receptor 


CRAT, carnitine acetyltransferaae 


CRAT, carnitine acetyltransferaae 
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TGGAGCTCCA (C/A) AGAAQGATGT 


CACCTCCCAC (G/A) TCCCGGAGGT 


1 CTGGACAGGG (T/C) GACCCGAGAG 


1 CAAGAGCTAC [A/G] TCATCGCTGG 


[TGGCACACAT (C/T) CTGGGCATCC 


1 GGGGCATCAA (C/T) GTCCTGCTGA 


1 ACATGGCCCA (A/G) GGGAAGCACA 


GGACCCGGCT (T/C) CCGTCCGTGA i 


CACCTTTGTG (G/A) TOATACCAAC 


ITCTACCTGGA (C/T) GGCAGGTGTG 1 


IggCAGGATGC (A/G) TGTGGTTCCA 1 


GCGTGCCCAC (G/A) AGTCCGGAGG 1 


AGCAGCGGGC [G/A] AGGCTCCCCC 


ATGACAGTGC (A/G) GGAAAGCAGC 


ATCACAGACA [C/G] TCTGGTTGCA 


CACTCTCCAG (G/C) AGCTCCGTGC 


GCTGCTGCCG (C/G) CAACCTACAA 


CTCCAGAAAT (G/A) CTGAGGAACA | 


TTGCTCGTGC [C/G] GTGGACACAC 


HADHA, )iydroxyacyl- Coenzyme A 
dehydrogena8e/3-)cetoacyl -Coenzyme . 
A thiolaee/enoyl -Coenzyme A 
hydratase (trifunctional protein), 
alpha subunit 


|faSN, fatty acid synthase 


|FASN, fatty acid synthase 


|fasn, fatty acid synthase | 


|PASN. fatty acid synthase | 


|faSN, fatty acid synthase | 


|fasn, fatty acid synthase | 


PCCB, propionyl Coenzyme A 
carboxylase, beta polypeptide 


PCCB, propionyl Coenzyme A 
carboxylase, beta polypeptide 
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phospholipase C, beta 3, alt. 
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(angiotensinase C) 
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(angiotenainase C) 
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binding transcription factor 2 


SREBF2, sterol regulatory element 
binding transcription factor 2 


SELPLG, selectin P ligand | 


N0S3, nitric oxide synthase 3 ^ 
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AQGACCTGGA [G/C) GTGATTCTCC 


GCCCCTGAGA [A/G] CAAGGCCTTC 


TGGCCTCAAC {C/T] GCCACCAATG 


ACTGTACCAT {G/AJ AGTGGAGTCC 


GCTCGAGTOT (A/0) CCAAAACGTG 


GCCAGAACTA (T/Cl OACCTOQAGT 


TCTCGGAACC JG/A) CCGTTGCACQ 


TIACTTTGTCC [G/A] CTACGTCCAO 


GCCCTAATGC (C/TJ AACGTGCAGG 


TTACCAGTGA [C/Tj GTCTTCCAGG 


ACATGGTGAC (C/T) GTGGAGTACC 
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TCACCTTGGT (C/T) ACATCTTCAC 
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ACCAACCACA (C/T] TGTGATGACC 
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VWF, von Willebrand factor 


VWF, von Willebrand factor 
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GGCTGCTCTC [G/A] GAGATCCGGC | 
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ECEl, endotlielin converting 
enzyme 1 


ADTBl, adapt in, beta 1 (beta 
prime) 


ADTBl, adaptin, beta 1 (beta 
prime) 


ADTBl, adaptin, beta 1 (beta 
prime) 


ACTC, actin, alplia, cardiac 
muscle 


ACTN3, actinin, alpha 3 | 


ACTN3, actinin, alpha 3 | 


ACTN3, actinin. alpha 3 | 
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GPCl, glypican 1 | 


IgpCI, glypican 1 | 


OPCl, glypican 1 | 


GPCl, glypican 1 | 


GPCl, glypican 1 | 


|gpC1, glypican 1 | 


GPCl, glypican 1 | 


|gPC1, glypican 1 | 


Igpci, glypican 1 | 


|gpc1, glypican 1 | 


|aQP3, aquaporin 3 | 


|aQP3, aquaporin 3 | 


|aQP3, aquaporin 3 | 
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MFAP2, microf ibrillar-associated 1 
protein 2 
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TGMl, transglutaminase 1 (K 
polypeptide epidermal type I, 
protein -glutamine-gamma- 
glutamyltransf erase) 
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TGGTCAACCT (G/AJ CCCTTGGTGA 


TCTGGAGACA (C/T) TACTTCCAGA 


CGAGATCTTT (T/G) TCATAATCCT 


TCCTCATAAA (A/G ] TACAGGAGGC 


GCAAGAAGAT (A/C) CTGCTGCCCG 


TAGAAGGGCA (C/T) GTGGTGATTC 


AOAH. acyloxyacyl hydrolase 
(neutrophil) 


AOAH, acyloxyacyl hydrolase 
(neutrophil) 


AOAH, acyloxyacyl hydrolase 
(neutrophil) 


AOAH, acyloxyacyl hydrolase 
(neutrophil) 


AOAH, acyloxyacyl hydrolase 
(neutrophil) 


IL8RA, interleu)cin 8 receptor, 
alpha 


IL8RA, interleu)cin 8 receptor, 
alpha 


IL8RA, interleulcin 6 receptor, 
alpha 


IL8RA, interleulcin 8 receptor, 
alpha 


ADSL, adenylosuccinate lyase 


ADSL, adenylosuccinate lyase 


ADSL, adenylosuccinate lyase 


ADFP, adipose differentiation- 
related protein; adipophilin 
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CCR3, chemo)tine (C-C motif) 
receptor 3 


CCR3, chemo)cine (C-C motif) 
receptor 3 


ADRBKl, .adrenergic, beta, 
receptor kinase 1 


Human cell surface glycoprotein 
CD44 mRNA, complete cds. 
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CCCTGCTCAA [G/A) CCCAACATGG 


TGAAGCCTTC fC/G) CATGTAATTT 


TTTTCTCAAC (G/A) CATTACTTCC 


TGCAAGGTAA (A/G) GCCAATTGGA 


CTCCTCGCCA (G/C) GTCTCTGCAA 


GTGGAGCAGA (G/A) ATCTTCGTTG 


AGTTCCCACG (G/C) AAATOAGAGG 


GGTGACTTGG (C/g) AGCCTCCCAG 


TCTAAAtTGG (C/G) TACGGAGTCG 


CCAGTGTCCC (C/T) GAGCTGGTCG 


ACAACAACAC [T/C] AAGCTCGCAA 


GCTGAAAGTG [C/A] AGAAAGTCAT 


GAAGAAATAT (G/A) TCCGCAGGQA 


ALDOC, aldolase C, fructose- 
ibisphosphate 


IL12RB2, interleukin 12 receptor, 
beta 2 


IL12RB2, interleukin 12 receptor, 
jbeta 2 


IL12RB2, interleukin 12 receptor, 
beta 2 


IL12RB2, interleukin 12 receptor, 
beta 2 


IL12RB2, interleukin 12 receptor, 
beta 2 


IL12RB2, interleukin 12 receptor, 
beta 2 


IL12RB2, interleukin 12 receptor, 
beta 2 


IL12RB2, . interleukin 12 receptor, 
beta 2 


CSFIR, colony stimulating factor 
1 receptor, formerly McDonough 
feline sarcoma viral (v-fms) 
i oncogene homolog 


CSFIR, colony stimulating factor 
1 receptor, formerly McDonough 
feline sarcoma viral (v-fms) 
oncogene homolog 


CSFIR, colony stimulating factor 
1 receptor, formerly McDonough 
feline sarcoma viral (v-fms) 
oncogene homolog 


CSFIR, colony stimulating factor 
1 receptor, formerly McDonough 
feline sarcoma viral (v-fms) 
oncogene homolog 
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TTCAAGCCAC (A/G) GAGCTTQCCA 


ACAAACTGGC [C/TJ GAGTCCTGTG 


GCCTCAATGA (G/T) CCTGGTCCAT 


TGGATGTGCA (T/C) GCGGACAGGA 


CACTTTCCAT (C/T) GCTTTGACAA 


TGCGGGAGGT [C/T] TTTGAGAGCA 


GTACCAAQGG (C/TJ CAGCTGQCCA 


CCTQGGGAGT (C/T) GCTCCAACAA 


AGGCCATCAT (T/C) GACTGCCTGG 


TCCAAATTTA (C/Tj TCTGCTGACA 


AAGGCTATGA (C/T) GTCATTGCCT 


GGCCCTGCAT [C/T] GCCCGCAAAC 


AATCCCAGAC [G/A] CTATGTCCAG 


TGGACACCTC [G/C] TGCATCCTCG 


AGTTTGTGGA [G/A] GAGTTCATCT 


AGGCACTGAA [G/A) CTTGGGGCCA 


CCAGTCCAGC [G/A) CACTGTATGA 


PUCAl, fucosidase, alpha-L- 1. 
tissue 


PUCAl, fucosidase, alpha- L- 1, 
tissue 


AMPD2, adenosine monophosphate 
deaminase 2 (isoform h) 


AMPD2, adenosine monophosphate 
deaminase 2 (isoform L) 


AMPD2. adenosine monophosphate 
deaminase 2 (isoform L) 


AMPD2, adenosine monophosphate 
deaminase 2 (isoform L} 


AMP02, adenosine monophosphate 
ideaminase 2 (isoform L) 


ANXll, annexin XI (56)cD 
autoantigen) ' 


ANXll, annexin XI (56)cD 
autoantigen) 


CCR4, chemo)cine (C-C motif) 
receptor 4 


ASS, argininosuccinate synthetase 


ASS, argininosuccinate synthetase 


ASS, argininosuccinate synthetase 


ASS, argininosuccinate synthetase 


ASS, argininosuccinate synthetase 


ASS, argininosuccinate synthetase 


ASS, argininosuccinate synthetase 
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TGTCCCACQO [C/TJ GCCACAGGAA 


GAATTCTACA [A/G) CCGGTTCAAG 


TTCTCGAGAT I C/T) GAGTTCAAAA 


ATGCTCATTT (A/G) GACATCGAGG 


CAGTTTTCCA (T/C) GAGCAACATC | 


TTCAGTGGAA (C/T) GCAGGCTCAG | 


GGTTTCTTCT IC/GJ TGTCTCCGCG | 


CCACGAGTGC (A/G) TTCCTGGGGA | 


CGAGTGATTG (G/A) AGAGCCCACG | 


GGGTGCTCCC (G/Aj GCCGGCCGAG | 


AGCCQTGCTG (C/T) GGACATTTCC | 


GCAAGAATCT (T/C) GCAGCAGCAT | 


ACAACACCAC (C/T) TCTAACATGG 


AAGTTGATTA (C/T) CCCCGGGATG 


■ 

CATCATTTCA (A/G) TGPlAGGAPJ>A 


ACCCTGCTAC (G/A) TTTATCTGAT 


ACCCAGGTCA (A/G) CACGCAGGCC 


ACACGCAGGC (C/T) GAGCAGCTGC 


CTCAATTGCT (A/G) TTGACACAAT 


ASS, argininosuccinate synthetase 


ASS, argininosuccinate synthetase 


ASS, argininosuccinate synthetase 


ASS, argininosuccinate synthetase 


ARSD, arylsulfatase D | 


ARSD, arylsulfatase D | 


ARSD, arylsulfatase D | 


ARSD, arylsulfatase D | 


ARSD, arylsulfatase D | 


ARSD, arylsulfatase D | 


ARSD, arylsulfatase D | 


ARSD, arylsulfatase D | 


ASPA, aspartoacylase 
(aminoacylase 2, Canavan disease) 


ASPA, aapartoacylase 
(aminoacylase 2, Canavan disease) 


ASPA, aspartoacylase 
(aminoacylase 2, Canavan disease) 


ASPA, aspartoacylase 
(aminoacylase 2, Canavan disease) 


AP0A4, apolipoproteln A-IV 


AP0A4, apolipoproteln A-IV 


ATP5A1, ATP synthase, H+ 
transporting, mitochondrial PI 
complex, alpha subunit, isoform 1, 
cardiac muscle 
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TCACTACCAA (C/T) CTGATCAATT 


AGGTATACGO (T/C) ATTGAAGGTC 


ATCACAGCAA [A/G] AQAGAGGTTC 


TQCCCTGGAC (G/A] CCCACCAGCA 


CGCAATGTCT (T/C) TGACGGCATC 


GCACTATCTG (C/T) GTGGCCTACC 


CAGGACCATG (A/T) TGAAGAACAT 


TGCACTGACC (C/T) AGATTAATOT 


ATGTCACGCT (C/T) ATCATCCTGG 


AGCTGCGTTC (G/A) AGGGATGCAC 


i 

TGATCCAAGG (G/A) AATGATCTGA 


ATP50, ATP synthase, H+ 
transporting, mitochondrial Fl 
complex, 0 subunit (oligomycin 
sensitivity conferring protein) 


ATP50, ATP synthase, H+ 
transporting, mitochondrial Fl 
complex, 0 subunit (oligomycin 
sensitivity conferring protein) 


ATP50, ATP synthase, H+ 
transporting, mitochondrial Fl 
complex, 0 subunit (oligomycin 
sensitivity conferring protein) 


ATPase, 14 )cDa subunit, vacuolar 


ATPase, Ca2> transporting, plasma 
membrane, isoform 2 


ATPase, Ca2+ transporting, plasma 
membrane, isoform 2 


ATPase, Ca2-f transporting, plasma 
membrane, Isoform 2 


ATP2B4, ATPase, Ca-f-f 
transporting, plasma membrane 4 


ATP2B4. ATPase. Ca-»>-K 
transporting, plasma membrane 4 


ATP2B4, ATPase, Ca -»••♦■ 
transporting, plasma membrane 4 


ATP2B4, ATPase. Ca++ 
transporting, plasma membrane 4 


f* 
in 
*n 




r> 


00 
CD 

n 


3138 


2089 


2924 


in 


m 

fH 

r- 


00 

o 
in 


1084 


HT27972 


IHT27972 


HT27972 


HT4BS20 


,HT1574 


HT1574 


HT1574 


HT1346 


HT1346 


HT1346 


,HT1346 


WIAP-13747 


WIAF-13748 


WIAP-13792 


WIAF-13711 


iH 

«t 

M 


r- 
«n 

^ 

1 

< 


o 

< 
M 

2 


WIAF-14161 


CM 
VO 
fH 

rH 
< 


m 

vo 

iH 
If 
fH 

»H 


WIAF-14166 


r-l 

lA 
f*» 


n 
3 
in 
n 
lA 
^ 
O 


0453SU3 


G4S39U1 


G454BU1 


G4548U2 


n 

GO 
<f 
lil 
^ 


a 

as 
in 
O 


<N 

- in 


r> 
3 
o 

in 

C 


3 
in 



wo 01/18250 



PCT/USOO/24503 



-156- 



> 




u 


2 




z 






> 




•J 


Of 


CO 










i£ 




o 






M 


*:) 


(■« 


u 


a 




o 


o 




o 


< 


#t 


< 


u 




E- 


U 


u 






< 


H 


< 




O 


u 


u 


Eh 




CJ 




o 




O 




CO 


03 




m 




z: 


Z 




CO 


£ 


£ 


£ 


CO 


TACTAGCACT I A/G] TTGAAGGAAA 


ICCTGGCGGCT [T/G) CGCCGGTCCA 1 


1 CAQACCGTGA [ A/0) AATAGATOCC 


ItGAAAGGCAA [T/GJ CCCTCCAGAG 1 


CGAGGCTGCT [G/A] TTACGGCTCA 


CAGTGACGGG (G/A) ACAAAGGTCT 


ACCGCCGAGG (C/A) TGCTGTTACG 


TTTCCCCAGG (T/C) GAATGGGCTG 


TGCCTCATGC (A/G) TACGTCCCAC 


ACAAATCTCT (C/T) ACTGAAGAAG 


CCAGTGTCAG (T/C) TTGTGATTCA 


( 
I 
( 
< 

I 
1 


I 

< 


CTGTACTCAC (C/T) CTTTGGGAAA 


CGGACAACCT (G/T) ACGCTGCGGT 


ATP7A, ATPase, Cu++ transporting, 
alpha polypeptide (Menkea 
syndrome) 


EDNl, endothelin 1 


|EDN1, endothelin 1 | 


|edni, endothelin 1 | 


ATPIGI, ATPase, Na+/K+ 
transporting, gamma 1 polypeptide 


ATPIGI, ATPase, Na+/K+ 
transporting, gamma 1 polypeptide 


ATPIGI, ATPase, Na+/K+ 
transporting, gamma 1 polypeptide 
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CX3GCCTCCGG [C/G] TACCTCTTGC 


TGCCACAAGA [G/AJ AGCAGGAGTT 


AACTACAACT (G/T] GTCACTTACA 


AGGGCTGAGC [C/A] TTCAGGCAGC 


AGTATGATCT (A/G) TCTGACATGC 


ATTTCTTTAA [C/T] AACTACAAGA 
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GCTAGCCACT [G/C] CTCAGTAATG 
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AAAGTATGAA (A/G) TTCCTGAAGQ 


beta-1,4 N- 

acetylgalactosaminyltransf erase 


CO 
fQ 
U 
(U 

U4 

O 
C 
« 

iJ 

r-* 
>1 

c 

•H 

E 
(0 

CQ 
0 
i-> 

• u 

2 <« 
- 01 

• 

ta u 
xj a 
0) u 
J3 « 


beta-1,4 N- 
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TCGTACCCGA (C/TJ GTCTCCTACG 


AGGATGGCCA (Q/A] GCCTCTGOAG 


TGCTGCAGAA (G /A) GAGCTGGCCA 


TCTACTGCCA (C/T) GAGTACTTCA 


ACGGGGTCCA (C/T) GCCACTAAGC 


GGAGGCCATA (C/T] TGGACATAAT | 


1 CAGACACACC (T/C) AGTGGAGACA | 


1 AAGGAGGACT [ A/G) TCACAAGTCC | 


TGGTGGAGAA (G/A) TCAGTGACAG 


ATTGGCTACC [C/T) AGTGATGATC 


TGGAGAAGTC (A/C) GTGACAGGTT 


GACACCATTG (G/A) CTACCCAGTO 


AGCCTGTTTT (G/T) AATATCACAA 


CACAAAGGCC (T/C) TTGCTATGAC 


AAAGCTACCA (C/A) CATTACATCA 


IGTGCCAACGT (T/C) CCTCAACCGT | 
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domain 1 
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CPSl , carbamoyl -phosphate 
synthetase 1, mitochondrial 
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synthetase 1, mitochondrial 
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AGCAGTGCCC IQ/A] CCAGGCCTQC 


TTTTGTTCCG (A/C) ATGTCTGAGG 


GGCCATCGCC (T/C) GGACTCCGAG 


TCGCCTQQAC (T/A) CCGAGACTCC 


TTCQTGACTT (C/T) GCTGGCCGCA 
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TCTGTTGATC (A/C) GAACCTGTGG 


TGGTGGCCAC (A/G) CAGCAGGAGA 


TCTGGGGCCA (G/C) CCCCAAAGAG 


ACGACCTCGC (C/T) GGGCTCGGCA 


GATGGTGGCC (C/T) TATTGACGGG 


ATAAGCGGAG (G/A) CGGAGCGTGA 


AGAGCCCCAT (C/T) GCGCCCTGTA 
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A0RB3, adrenergic, beta-3-, 
receptor 


ADRB3, adrenergic, beta-3-, 
receptor 


ADRB3, adrenergic, beta-3-, 
receptor 


ADRB3, adrenergic, beta-3-, 
receptor 


ADRB3, adrenergic, beta-3-, 
receptor 


NDUFB7, NADH dehydrogenase 
(ubiquinone) 1 beta "subcomplex, 7 
(IBkD, B18) 


CDC25A, cell division cycle 25A 


CDC25B, cell division cycle 25B 


CDC25B, cell division cycle 25B 


CDC25B, cell division cycle 25B 


CDC25B, cell division cycle 25B 


ASIP, agouti (mouse) -signaling 
protein 


CMKBR9, chemokine (C-C motif) 
receptor 9 
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1 CTGTTGATCC (T/Cl GATGAACCTG 


TGGATTTCAA (G/T] AATATACCAT 


GGGAAAGTGC (A/G ) TGTGAGCGGC 


CTGGCAAAAG (G/T) TGGCCTATTG 


GTTATTTTCT (T/C) CTTACCCTGG 


AATGAAACCA (C/A) ATCCGTGGTT 


CCCTGCACCA (T/C) GCCTTGGAAC 


CTGACGTCTT (T/C) CTGGAGGCAT 


CCTTCCCGAC (A/G) TGAACAAGAT 


ICGAGCTGGCC (A/G) TGATGGTOAT 1 


TTACCAGCAT [G/T] CCAGACACCT 


Igtttttcatt [ a/c) tgcctgccaa 1 


GCTTGAATGT (T/G) AAGAAATTTT 1 
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GAAAAGTTTG [G/A] AAAAAAACTC | 


TGAGAGATAC (0/A) ATGAGGAAGA 1 


TACTTAGGCA [G/C] ATATTACCAG 1 


CTTACGGTAT (T/C) TACATCGTTG 1 
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AAGAAGTGGC (G/A) GCACAAGTCG 


ATGGCGAGCC (C/T) TCCGGAGAGC 


AGAAACCATT (A/G) TCATCACCCT 
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bound protein 2 
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GYSl, glycogen synthase 1 
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AAGCAGGAAC (T/C) GGCCAAGTAC | 


AGTATTGTCC (A/G 1 TATCAGACCT 
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SLC2A4, solute carrier family 2 
(facilitated glucose transporter), 
member 4 


SLC2A5, solute carrier family 2 
(facilitated glucose transporter), 
member 5 


SLC2AS, solute carrier family 2 
(facilitated glucose transporter), 
member 5 
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GCCGCTGCCC [G/A] CTCATGCTGA | 


CGCGCTACAG (T/C) CAGCGCCCAG 


TCGGCCTCTA (T/C) GACTGCGTCA 
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TNFRSFIB, tumor necrosis factor 
receptor superfamily, member IB 


TNFRSFIB, tumor necrosis factor 
receptor superfamily, member IB 


TNFRSFIB, tumor necrosis factor 
receptor superfamily, member IB 
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UCP2, uncoupling protein 2 
(mitochondrial, proton carrier) 


UCP2, uncoupling protein 2 
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UCP2, uncoupling protein 2 
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tumor necrosis factor receptor 
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SSTR3, somatostatin receptor 3 


SSTR3, somatostatin receptor 3 
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liver (Hers disease, glycogen 
storage disease type VI) 
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CPTIA. carnitine 
palmitoyltransferase I. liver 


CPTIA, carnitine 
palmitoyltransferase I. liver 


CPTIA, carnitine 
palmitoyltransferase I, liver 
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NSMAP. neutral sphingomyelinase 
(N-SMase) activation associated 
factor 
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(N-SMase) activation associated 
factor 
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factor . 
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NSt4AF, neutral gphingomyelinase 
(N-SMase) activation associated 
factor 


NSMAF, neutral sphingomyelinase 
(N-SMase) activation associated 
factor 


NSMAF, neutral sphingomyelinase 
(N-SMase) activation associated 
factor 


NSMAF, neutral sphingomyelinase 
(N-SMase) activation associated 
factor 


annexin V, alt. transcript 2 


annexin V, alt, transcript 2 
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annexin V, alt. transcript 2 
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interacting protein 1 


NRIPl, nuclear receptor 
interacting protein 1 
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AP (UBE3A) carboxyl terminus) 
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HERCl, hect (homologous to the E6 
AP (UBE3A) carboxyl terminus) 
domain and RCCl (CHCl)-lilce domain 
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HERCl, hect (homologous to the E6 
AP (OBESA) carboxyl terminus) 
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TRAF- interacting protein (I-TRAF) 


TRAF- interacting protein (I-TRAF) 


PPPICA, protein phosphatase 1, 
catalytic subunit, alpha isoform 


PPPICA, protein phosphatase 1, 
catalytic subunit, alpha isoform 


protein phosphatase, 2A B56-alpha 
subunit 
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deficiency, complementation group 
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complementing rodent repair 
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deficiency, complementation group 


ERCC6, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
6 


ERCC6, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 


ERCC6, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
6 


ERCC6, excision repair cross- 
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complementing rodent repair 
deficiency, complementation group 
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complementing rodent repair 
deficiency, complementation group 
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PPP2CB. protein phosphatase 2 
(formerly 2A) , catalytic subunit, 
beta isoform 
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ATGTTCAGGG (C/T) TGCAGGGGGA 
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(formerly 2A) . catalytic subunit, 
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ACCTTTGTCT iC/T] ATAGAAACTC 
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protein phosphatase 2A, 130 kDa 
regulatory subunit 


protein phosphatase 2A, 130 kDa 
regulatory subunit 


IGPIR, insulin-like growth factor 
1 receptor 


IGFIR, insulin-like growth factor 
1 receptor 


IGFIR, insulin-like growth factor 
1 receptor 


IGFIR. insulin-like growth factor 
1 receptor 


IGFIR, insulin-like growth factor 
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IGFIR, insulin-like growth factor 
1 receptor 


IGPIR, insulin-like growth factor 
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IGFIR, insulin-like growth factor 
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IGFIR, insulin-like growth factor 
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IGFIR, insulin-like growth factor 
1 receptor 


retinoic acici-binding protein II 


retinoic acid-binding protein II 


EMRl, egf-like module containing, 
mucin-like, hormone receptor-like 
sequence 1 


EMRl, egf-like module containing, 
mucin-like, hormone receptor-like 
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CTTGCCCAGA (0/T) CATGCAACTT 
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EMRl, egf-like module containing, 
mucin- like, hormone receptor-like 
sequence 1 


EMRl, egf-like module containing, 
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sequence 1 


EMRl, egf-like module containing, 
mucin-like, hormone receptor-like 
sequence 1 
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sequence 1 
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sequence 1 
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sequence 1 


EMRl, egf-like module containing, 
mucin-like, hormone receptor-like 
sequence 1 


EMRl, egf-like module containing, 
mucin-like, hormone receptor-like 
sequence 1 


RARA, retinoic acid receptor, 
alpha 


retinoic acid receptor, beta 


retinoic acid receptor, beta 


o 
in 


Ok 
Oi 

r* 


OD 

«n 
in 


o 

(M 


00 

tn 


1308 


1285 


2026 


rH 


ov 
vo 


CM 

rt 
m 


X81479 


X81479 


X81479 


X81479 


X81479 


X81479 


X81479 


o\ 
r- 

H 
00 
X 


HT5190 


HT0070 


HT0070 


WIAF-12316 


WIAF-12317 


CO 

N 
H 

1 

b 
< 

M 


WIAP-12334 


WlAF-12335 


so 
n 

OJ 

< 

M 


r- 
n 
n 

04 

H 
1 

tH 

3 


00 

rt 

CM 
iH 
I 

Cm 
< 

M 

3 


WIAP-12339 


WIAF-13332 


rt 
rt 
m 
rt 

•H 
M 

3 


O 


3 
\o 

W) 
C9 


in 
3 
so 
* 
so 
O 


so 
3 

^ 

so 
O 


r- 
3 
so 
■ V 
so 
O 


60 

3 
vo 

o 


o> 
3 
vo 
^ 
vo 
O 


o 

tH 

3 
\0 

vo 
O 


H 
3 

vo 
O 


fH 

<d 

00 

vo 
O 


OJ 

«J 

00 

vo 



wo 01/18250 



PCT/USOO/24503 



-180- 



z 


•J 


> 


a 


< 


Z 


* 


< 




< 


CO 


a 


< 








< 






Q 






•J 


< 


z 


>* 


< 




to 


CO 


a 


< 


CO 


>* 


O 








< 




O 


u 


o 




< 




a 




o 




< 


o 


< 


< 


0 


< 


< 




O 








O 


u 


O 






< 


U 


O 


o 




u 


< 






£ 


w 




£ 


CO 


CO 


z 




CO 


£ 


CO 


CO 


CO 


s: 


2 


2: 


z: 


£ 


Z 


CTCGCCGAAC [G/A] ACCCTGTCAC 


TCCTGCCGCT (C/T] GATTTCTCCA 


GGCCATGGGC [A/G] TGAAGCGGGA 


GACAAACAGC ( T/C ) TTTCACCCTG 


AGGAGAAAGC (T/C) CTCAAAGCAT 


CCTTCAGCAA (C/T) GGGAGGAAAA 


CCTATCCTTA (C/A) CCTCGGTACA 


TTTCTGCTGC (C/T) GCCAACAACA 


TCTATGACCT (T/C) QOAGATGTGC 


CCTTCATGAC (T/G) CAGAGCTCCC 


TTCATGACTC (A/G) GAGCTCCCCT 


TCACCCAGGA (C/T) GCCCAGCTGA 


CGCCACGCGC (G/A) CCTGCGGCCT | 


GGCCGCGCCA (G/C) CGAGGTCCCC 1 


TCGATGCCTA (C/A) AAACAGGTGA 


TGCCTACAAA (C/A) AGGTGAAATT 


TGTCTCCAGT (A/G) CAGAAGGAGG 


CGAGCCTGGG (G/A) AGCCCCGGGG 


GGCTCGCCGA (T/A) TTGCCCAGAT 


RXRA, retinoid X receptor, alpha 


RXRA. retinoid X receptor, alpha 


RXRA, retinoid X receptor, alpha 


RXRA, retinoid X receptor, alpha 


RARB, retinoic acid receptor, 
beta 
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PCSK2, proprotein convertaoe 
subtilisin/kexin type 2 


PCSK2, proprotein convertase 
subtilisin/kexin type 2 


PCSK2, proprotein convertase 
subtilisin/kexin type 2 


CBG, corticosteroid binding 
globulin 


CBG, corticosteroid binding 
globulin 


CBG, corticosteroid binding 
globulin 


CBG, corticosteroid binding 
globulin 


TPO, thyroid peroxidase | 


TPO, thyroid peroxidase | 


DI02, deiodinase. iodothyronine, 
type II 


DI02, deiodinase, iodothyronine, 
type II 


DI02, deiodinase, iodothyronine, 
type II 


Human ret proto-oncogene mRNA for 
tyrosine kinase. 


Human ret proto-oncogene mRNA for 
tyrosine kinase. 
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Human ret proto«oncogene mRNA for 
tyroaine kinase. 


Human ret proto-oncogene mRNA for 
tyrosine kinase. 


Human ret proto-oncogene roRNA for 
tyrosine kinase. 


GDFIO, growth differentiation 
factor 10 


ERCC3, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
3 (xeroderma pigmentosum group B 
complementing) 


BRCC3, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
3 (xeroderma pigmentosum group B 
complementing) 
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complementing rodent repair 
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3 (xeroderma pigmentosum group B 
complementing) 
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complementing rodent repair 
deficiency, complementation group 
3 (xeroderma pigmentosum group B 
complementing) 


BRCC3, excision repair cross- 
complementing rodent repair 
deficiency, complementation group 
3 (xeroderma pigmentosum group B 
complementing) 
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TGGAGTTGCC [A/T) AGATGAATAC 


ATGATCAGGA (C/Tj GGCAATGGAT 


GGGCACAATT [G/C] CAGCTGATGA | 


TACCTGTOGA (C/T) ACCTTTCTGA | 


TTACGGATAT (C/T) CTACAATGTG | 


CCTACAATGT (G/T ) TACTTAGCAG | 


GGAQAGGGCT [C/Tj TTCACCAATG | 


TACGGATATC [C/T) TACAATGTGT | 


TCGTGCTCTG [C/T) ATCTCATQCA | 


TGTCCTCCTG [G/A] TGTTTGAGGC | 


TCTCCCGCAA (G/C I CGGTCCAGCA 


TCCTATTCAT [T/A) TTGGAGTAGC 


CATTCCAGCC [T/G) ATGCCAGCAC 


AGGGATATCT [G/A] CATCGACTTC | 


GATATTTGCC [A/G) TAGAGGAGAT | 


TTCTGGTCCA [A/G) TGAGAACCAC 


AGCTGGAGGA [T/C] GAGATCATCT 


TCAGCAACTC IG/C) ACGGCGCGCA 


CGGCGCCCTG [C/Tj TAGTCAACGC 


GCGGCTCCCT [Q/A) CTATTCATTO 


AACGATGTTG [C/A) AGCAGGAACT 1 


TGGACAAATT [A/T] TACCCAGTGT 


AGGCATTCCA [G/A) GATTCCCTGG 


TGCCAACCAG (G/C) GGGTAACAGG 


BMPR2, bone morphogenetic protein 
receptor, type II 
(serine/threonine kinase) 


CALBl. calbindin 1, (28kD) 


calcium- sensing receptor | 


calcium-sensing receptor | 


calcium-sensing receptor | 


calcium- sensing receptor | 


calcium- sensing receptor | 


calcium-sensing receptor | 


calcium-sensing receptor | 


calcium-sensing receptor | 


calcium-sensing receptor | 


calcium- sensing receptor | 


calcium-sensing receptor | 


calcium- sensing receptor { 


calcium-sensing receptor | 


calcium-sensing receptor | 


calcium-sensing receptor | 


CBPl, collagen-binding protein 1 


CBPl, collagen-binding protein 1 


CBPl, collagen-binding protein 1 


CGRP type I receptor 1 


CGRP type I receptor | 


COLlOAl, collagen, type X, alpha 
1 (Schmid metaphyseal 
chondrodysplasia) 


COLlOAl, collagen, type X, alpha 
1 (Schmid metaphyseal 
chondrodysplasia) 
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AATTOATCAA (0/A) TACCTATTGT 


GGAGTTCAAG tG/A] TCCTGTTGGT 


GAGATGTCCT (A/T) TGACAATAAT 


TCCCCTGAGA (C/T) TCCGTGGGGC 


CAATGGCGCT (G/A) ATGGCCCACA 


GCCTGGCTCA (G/A) ACGGACCCCC 


GCCTCTCCTC (C/T) TGCAGAGACC 


TGTTGGACAA (G/A) AAATGACAAC 


GCTTGTTGCA (A/T) GCTGTGGCAA 


ATTCCACCAG IC/A) CCGGGATGTA 


AAGAAGTAAA (G/A) ACAtTATTTT 


TGGCTCCTAT (A/T) GCATTGGGAT 
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ACCTCGGGGG (C/G) TGCCTGGGCC 


TCGGGGGCTO (C/T) CTGGGCCCCC 


CCCCCTGGCC [G/A) TCCTGGAAAC 


COLllAi; collagen, type XI. alpha 
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COLllAl, collagen, type XI, alpha 
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COLllAl, collagen, type XI, alpha 
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C0L11A2, collagen, type XI, alpha 
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C0L11A2. collagen, type XI, alpha 
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C0L11A2, collagen, type XI, alpha 
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C0L12A1. collagen, type XII, 
alpha 1 


C0L12A1, collagen, type XII, 
alpha 1 


C0L12A1, collagen, type XII, 
alpha 1 


C0L12A1, collagen, type XII, 
alpha 1 


C0L12A1, collagen, type XII, 
alpha 1 


C0L12A1, collagen, type XII, 


alpha 1 


C0L12A1. collagen, type XII. 
alpha 1 


C0L12A1, collagen, type XII, 
alpha 1 
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alpha 1 


C0L12A1, collagen, type XII, 
alpha 1 


C0L12A1. collagen, type XII. 
alpha 1 
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dystrophic, dominant and 
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secretory protein 1) 
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precursor A 
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SCNNID, sodium channel, 
nonvoltage-gated 1, delta 


SCNNID, sodium channel, 
nonvoltage-gated 1, delta 


NPR3, natriuretic peptide 
receptor C/guanylate cyclase C 
(atrionatriuretic peptide receptor 
C) 


NPR3, natriuretic peptide 
receptor C/guanylate cyclase C 
(atrionatriuretic peptide receptor 
C) 


NPR3, natriuretic peptide 
receptor C/guanylate cyclase C 
(atrionatriuretic peptide receptor 
C) 


NPR3, natriuretic peptide 
receptor c/guanylate cyclase C 
(atrionatriuretic peptide receptor 
C) 


NPR2, natriuretic peptide 
receptor B/guanylate cyclase B 
(atrionatriuretic peptide receptor 

B) 


NPR2, natriuretic peptide 
receptor B/guanylate cyclase B 
(atrionatriuretic peptide receptor 

B) 


NPR2, natriuretic peptide 
receptor B/guanylate cyclase B 
(atrionatriuretic peptide receptor 
B) 
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GAGCGCCAAG (C/T] QCTCATGCTC 


GTCCCCGTGG iG/A) AGCCTOCAOG 


GCTGGCACAA (A/G) GCTGCGGGCA 


TGATGGCCAC (A/O] TCCCGGAAAT 


CCCACTGCAC (C/A) AGTGTGACAT 


TCCCCTTCAG (C/Tl TACCTCGTCG 


TCAGGTACTT (T/Cl GTCAGCTTCA 


AGCCCCTCTA [C/T) CTGAACCTCC 


NPRl, natriuretic peptide 
receptor A/guanylate cyclaoe A 
(atrionatriuretic peptide receptor 
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NPRl, natriuretic peptide 
receptor A/guanylate cyclase A 
(atrionatriuretic peptide receptor 
A) 


NPRl, natriuretic peptide 
receptor A/guanylate cyclase A 
(atrionatriuretic peptide receptor 
A) 


DCPl, dipeptidyl carboxypeptidase 
1 (angiotensin I converting 
enzyme) 


DCPl, dipeptidyl carboxypeptidase! 
1 (angiotensin I converting 
enzyme ) 


DCPl, dipeptidyl carboxypeptidase 
1 (angiotensin I converting 
enzyme) 


DCPl, dipeptidyl carboxypeptidase 
1 (angiotensin I converting 
enzyme) 


DCPl, dipeptidyl carboxypeptidase 
1 (angiotensin I converting 
enzyme) 


DCPl. dipeptidyl carboxypeptidase 
1 (angiotensin I converting 
enzyme) 
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dependent protein kinase IV 


CAMK4 , calcium/calmodulin- 
dependent protein kinase IV 
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CLU, cluster in (complement lysis 
inhibitor, SP-40,40, sulfated 
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repressed prostate message 2, 
apolipoprotein J) 
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phosphodiesterase mRMA, complete 
cds. 
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phoBphodiesterase mRNA, complete 
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phosphodiest erase mRNA, complete 
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(GABA) receptor, rho 2 
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calcium Channel, voltage-gated, 
alpha ID subunit, DHP-sensitive 
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While this invention has been particularly shown and described with 
references to preferred embodiments thereof, it will be understood by those skilled 
in the art that various changes in form and details may be made therein without 
departing from the scope of the invention encompassed by the appended claims. 
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CLAIMS 

WE CLAIM: 

1 . A method of diagnosing or aiding in the diagnosis of a vascular disease in an 
individual comprising 

a) obtaining a nucleic acid sample from the individual; and 

b) determining the nucleotide present at nucleotide position 2210 of the 
thrombospondin-1 gene, 

wherein presence of a G at nucleotide position 22 10 is indicative of increased 
likelihood of a vascular disease in the individual as compared with an 
individual having an A at nucleotide position 2210. 

2. The method of Claim 1, wherein the thrombospondin-I gene has the 
nucleotide sequence of SEQ ID NO: 1 . 

3. The method of Claim 1 , wherein the vascular disease is selected from the 
group consisting of atherosclerosis, coronary heart disease, myocardial 
infarction, stroke, peripheral vascular diseases, venous thromboembolism and 
pulmonary embohsm. 

4. The method of Claim 3, wherein flie vascuJar disease is myocardial infarction, 

5. The method of Claim 3, wherein the vascular disease is coronary heart disease. 

6. A method of diagnosing or aiding in the diagnosis of a vascular disease in an 
individual comprising ' 

a) obtaining a nucleic acid sample from the individual; and 

b) determining the nucleotide present at nucleotide position 2210 of the 
thrombospondin-1 gene. 
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wherein presaace of an A at nucleotide position 2210 is indicative of 
decreased likelihood of a vascular disease in the individual as compared with 
an individual having a G at nucleotide position 2210. 

7. The method according to Qaim 6, wherein the thrombospondin-1 gene has the 
5 nucleotide sequence of SEQ ID NO: 1 . 

8. The method according to Claim 6, wherein the vascular disease is selected 
from the group consisting of atherosclerosis, coronary heart disease, 
myocardial infarction, stroke, peripheral vascular diseases, venous 
thromboembolism and pulmonary emboUsm. 



10 9. The method according to Claim 8, wherein the vascular disease is myocardial 
infarction. 

10. The method according to Claim 8, wherein the vascular disease is coronary 
heart disease. 

11. A method for predicting the likelihood that an individual will have a vascular 
IS disease, comprising the steps of: 

a) obtaining a DNA sample from an individual to be assessed; and 

b) determining the nucleotide present at nucleotide position 221 0 of the 
thrombospondin-1 gene, 

wherein presence of a G at nucleotide position 2210 is indicative of increased 
20 likelihood of a vascular disease in the individual as compared with an 

individual having an A at nucleotide position 2210. 

12. The method according to Claim 1 1, wherein the thrombospondin-1 gene has 
the nucleotide sequence of SEQ ID NO: 1 . 



13. 

25 



The method according to Claim 1 1, wherein the individual is an individual at 
risk for development of a vascular disease. 
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1 4. The method according to Claim 1 1 , wherein the vascular disease is selected 
from the group consisting of atherosclerosis, coronary heart disease, 
myocardial infarction, stroke, peripheral vascular diseases, venous 
thromhoembolism and pulmonary embolism. 

5 15. The method according to Claim 14, wherein the vascular disease is myocardial 
infarction. 

16. The method according to Claim 14, wherein the vascular disease is coronary 
heart disease. 

17. A nucleic acid molecule comprising all or a portion of the nucleic acid 

10 sequence of SEQ ID NO: I wherein said nucleic acid molecule is at least 10 

nucleotides in length and wherein the nucleic acid sequence comprises a 
polymorphic site at nucleotide position 2210 of SEQ ID NO: 1. 

18. The nucleic acid molecule according to Claim 17, wherein the nucleotide at 
the polymorphic site is dilBFerent from a nucleotide at die polymorphic site in a 

1 5 corresponding reference allele. 

19. An allele-specific oligonucleotide that hybridizes to the nucleic acid molecule 
of Claim 17. 

20. A peptide of SEQ ID NO: 2 which is at least ten contiguous amino acids, 
wherein the peptide comprises the serine at amino acid position 700 of SEQ 

20 ID NO: 2. 

21. A method of diagnosing or aiding in the diagnosis of a vascular disease in an 
individual comprising 

a) obtaining a biological sample comprising thrombospondin- 1 protein or 
relevant portion fliereof from the individual; and 
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b) determining the amino acid present at amino acid position 700 of the 

thrombospondin-l protein, 
wherein presence of an asparagine at amino acid position 700 is indicative of 
increased likelihood of a vascular disease in the individual as compared with 
S an individual having a serine at amino acid position 700. 

22. The method of Claim 21, wherein the thrombospondin-l protein has the amino 
acid sequence of SEQ ID NO: 2. 

23. The method of Claim 22, wherein the vascular disease is selected from the 
group consisting of atherosclerosis, coronary heart disease, myocardial 

10 infarction, stroke, peripheral vascular diseases, venous thromboembolism and 

puhnonary embolism. 

24. The method of Claim 23, wherein the vascular disease is myocardial 
in&rction. 

25. The method of Claim 23, wherein the vascular disease is coronary heart 
IS disease. 

26. A method of diagnosing or aiding in the diagnosis of a vascular disease in an 
individual comprising 

a) obtaining a biological sample comprising thrombospondin-l protein or 

relevant portion thereof from the individual; and 
20 b) deteiminihg the amino acid present at amino acid position 700 of the 

thrombospondin-l protein, 
wherein presence of a serine at amino acid position 700 is indicative of 
reduced likelihood of a vascular disease in the individual as compared with an 
individual having an asparagine at amino acid position 700. 

25 27. The method according to Claim 26, wherein the thrombospondin-l protein has 
the amino acid sequence of SEQ ID NO: 2. 
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28. The method according to Claim 26, wherein the vascular disease is selected 
from the group consisting of atherosclerosis, coronary heart disease, 
myocardial infarction, stroke, peripheral vascular diseases, venous 
' thromboembolism and pulmonary embolism. 

5 29. The method of Claim 28, wherein the vascular disease is myocardial 
infaictioii. 

30. The method of Claim 28, wherein the vascular disease is coronary heart 
disease. 

.31. A method of diagnosing or aiding in the diagnosis of a vascular disease in an 
1 0 individual comprising 

a) obtaining a nucleic acid sample from the individual; and 

b) determining the nucleotide present at nucleotide position 11 86 of the 
thrombospondin-4 gene, 

wherein presence of a C at nucleotide position 1 186 is indicative of increased 
15 likelihood of a vascular disease in the individual as compared with an 

individual having an G at nucleotide position 1 186. 

32. The method of Claim 3 1 , wherein the thrombospondin-4 gene has the 
nucleotide sequence of SEQ ID NO: 3 . 

33. The method ofClaim 31, wherein the vascular disease is selected from the 
20 group consisting of atherosclerosis, coronary heart disease, myocardial 

infraction, stroke, peripheral vascular diseases, venous thromboembolism and 
pulmonary embolism. 

34. The method of Claim 33, wherein the vascular disease is myocardial 
infarction. 
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35. The method of Claim 33, wherein the vascular disease is coronary heart 
disease. 

36. A method of diagnosing or aiding in the diagnosis of a vascular disease in an 
individual comprising 

5 a) obtaining a nucleic acid sample from the individual; and 

b) determining the nucleotide present at nucleotide position 1 186 of the 

thrombospondin-4 gene, 
wherein presence of a G at nucleotide position 1 186 is indicative of decreased 
likelihood of a vascular disease in the individual as compared with an 

10 individual having a C at nucleotide position 1 186. 

37. The method according to Claim 36, wherein the thrombospondin-4 gene has 
the nucleotide sequence of SEQ ID NO: 3. 

38. The method according to Claim 36, wherein the vascular disease is selected 
from the group consisting of atherosclerosis, coronary heart disease, 

15 myocardial infarction, stroke, peripheral vascular diseases, venous 

thromboembolism and pulmonary emboUsm. 

39. The method according to Claim 38, wherein the vascular disease is myocardial 
infarction. 

40. The method according to Claim 38, wherein the vascular disease is coronary 
20 heart disease. 

41. A method for predicting the likelihood that an mdividual will have a vascular 
disease, comprising the steps of: 

a) obtaining a DNA sample from an individual to be assessed; and 

b) detennining the nucleotide present at nucleotide position 1 1 86 of the 
25 thrombospondin-4 gene. 
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wherein presence of a C at nucleotide position 1 186 is indicative of increased 
likelihood of a vascular disease in the individual as compared with an 
individual having a G at nucleotide position 1 186. 

42. The method according to Claim 41, wherein the thrombospondin-^ gene has 
5 the nucleotide sequence of SEQ ID NO: 3 . 

43. The method according to Claim 41, wherein the individual is an individual at 
risk for development of a vascular disease. 

44. The method according to Claim 41, wherein the vascular disease is selected 
from the group consisting of atherosclerosis, coronary heart disease, 

10 myocardial infarction, stroke, peripheral vascular diseases, venous 

thromboembolism and pulmonary embolism. 

45. The method according to Claim 44, wherein the vascular disease is myocardial 
infarction. 

46. The method according to Claim 44, wherein the vascular disease is coronary 
15 heart disease. 



47. A nucleic acid molecule comprising all or a portion of the nucleic acid 

sequence of SEQ ID NO: 3 wherein said nucleic acid molecule is at lieast 10 
nucleotides in length and wherein the nucleic acid sequence comprises a 
polymorphic site at nucleotide position 1186 of SEQ ID NO: 3. 

20 48. The nucleic acid molecule according to Claim 47, wherein the nucleotide at 

the polymorphic site is different from a nucleotide at the polymorphic site in a 
corresponding reference allele. 

49. An allele-specific oligonucleotide that hybridizes to the nucleic acid molecule 
of Claim 47. 
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50. A peptide of SEQ ID NO: 4 which is at least ten contiguous amino acids, 
wherein the peptide comprises the proline at amino acid position 387 of SEQ 
ID NO: 4, 

51. A method of diagnosing or aiding in the diagnosis of a vascular disease in an 
5 individual comprising 

a) obtaining a biological sample comprising thrombospondin-4 protein or 
relevant portion thereof from the individual; and 

b) determining the amino acid present at amino acid position 387 of the 
thrombospondin-4 protein, 

10 wherein presence of an alanine at amino acid position 387 is indicative of 

increased likelihood of a vascular disease in the individxial as compared with 
an individual having a proUne at amino acid position 387. 

52. The method of Claim 5 1 , wherein the thrombospondin-4 protein has the amino 
acid sequence of SEQ ID NO: 4. 

1 5 53. The method of Claim 52, wherein the vascular disease is selected from the 
group consisting of atherosclerosis, coronary heart disease, myocardial 
infarction, stroke, peripheral vascular diseases, venous thromboembolism and 
pulmonary embolism. 

54. The method of Claim 53, wherein the vascular disease is myocardial 
20 infarction. 

55. The method of Claim 53, wherein the vascular disease is coronary heart 
disease. 



56. 



A method of diagnosing or aiding in the diagnosis of a vascular disease in an 
individual comprising 



wo 01/18250 



PCT/USOO/24503 



-231- 

a) obtaining a biological sample comprising thrombospondin-4 protein or 
relevant portion thereof from the uidividual; and 

b) determining the amino acid present at amino acid position 387 of the 
thrombospondin-4 protein, 

5 wherein presence of a proline at amino acid position 387 is indicative of 

reduced likelihood of a vascular disease in the individual as compared with an 
individual having an alanine at amino acid position 387. 

57. The method according to Claim 56, wherein the thrombospondin-4 protein has 
the amino acid sequence of SEQ ED NO: 4. 

10 

58. The method according to Claim 56, wherein the vascular disease is selected 
from the group consisting of atherosclerosis, coronary heart disease, 
myocardial infarction, stroke, peripheral vascular diseases, venous 
thromboembolism and pulmonaiy emboUsm. 

15 59. The method of Claim 58, wherein the vascular disease is myocardial 
infarction. 

60. The method of Claim 58, wherein the vascular disease is coronary heart 
disease. 

20 61. A nucleic acid molecule selected from the group consisting of the genes listed 
in the Table, wherein said nucleic acid molecule is at least 10 nucleotides in 
length and comprises a polymorphic site identified in the Table, wherein a 
nucleotide at the polymorphic site is different from a nucleotide at the 
polymorphic site in a corresponding reference allele. 



25 62. 



A nucleic acid molecule according to Claim 61, wherein said nucleic acid 
molecule is at least 15 nucleotides in length. 
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63. A nucleic acid molecule according to Claim 61, wherein said nucleic acid 
molecule is at least 20 nucleotides in length. 

64. A nucleic acid molecule according to Claim 61 , wherein the nucleotide at the 
polymorphic site is the variant nucleotide for the gene listed in the Table. 

5 65. An allele-specific oligonucleotide that hybridizes to a portion of a gene 

selected from the group consisting of the genes listed in the Table, wherein 
said portion is at least 10 nucleotides in length and comprises a polymorphic 
site identified in the Table, wherein a nucleotide at the polymorphic site is 
different from a nucleotide at the polymorphic site in a corresponding 
10 reference allele. 

66. An allele-specific oUgonucleotide according to Claim 65 that is a probe. 

67. An allele-specific oligonucleotide according to Claim 65, wherein a central 
position of the probe aligns with the polymorphic site of the portion. 

68. An allele-specific oUgonucleotide according to Claim 65 that is a primer. 

15 69. An allele-specific oligonucleotide according to Claim 68, wherein the 3' end of 
the primer aligns with the polymorphic site of the portion. 

70. An isolated gene product encoded by a nucleic acid molecule according to 
Claim 61. 

71 . A method of analyzing a nucleic acid sample, comprising obtaining the 

20 nucleic acid sample from an individual; and determining a base occupying any 

one of the polymorphic sites shown in the Table. 

72. A method according to Claim 71, wherein the nucleic acid sample is obtained 
from a pluraUty of individuals, and a base occupying one of the polymorphic 
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positions is determined in each of the individuals, and wherein the method 
further comprising testing each individual for the presence of a disease 
phenotype, and correlating the presence of the disease phenotype with the 
base. 
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HT1220 Report 



RECORD INFORMATION 



Gene ID: 
Sequence ID: 
Protein ID: 
Sequence name: 
Genome : 
Taxont 
I«ocus : 

Coisnoxi Name t 
Role ID: 



1220 
1220 
1220 

thrombospondin 1, 
nucleus 
Homo sapiens 
1220 

thrombospondin 1 
40 



alt. transcript 1 



Coding seq[uence lengths 3513 nt 

Transcript sequence lengths 5722 nt 
Expression data: 



481987 



ACCESSION DATA 

HT1220 is derived from accessioas(s): 

SP:P07996 (THROMBOSPONDIN 1 PRECURSOR.) 
GB:X04665 (Human mRNA for thrombospondin) 
GB:X14787 (Human mRNA for thrombospondin) 
GB:U1247l (thrombospondin-p50 {Homo sapiens}) 
GB:M99425 (Human thrombospondin mRNA, 3' end.) 
PIR:G01478 (thrombospondin-p50 - human (fragment)) 
GB:U12471 (Human thrombospondin- 1 gene, partial cds . ) 
GB:J04835 (Human thrombospondin gene, exons 1, 2 and 3,) 

GB:M25631 (Homo sapiens (clone lambda-TS-33 ) thrombospondin (THBS) mRNA, 5 end.? 



ALTERNATIVE SPLICE INFORMATION 
Alternative splice forms for this gene: 

HT3987 thrombospondin 1, alt. transcript 2 



MAPPING DATA 

GDB accession(s) for this gene: 

GDB ID: Symbol 



Figure lA 
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cDNA FEATURES 



Feature 



End 5 End 3 



coding_seq 
3'UT 

spjunc_h 



112 3624 
3625 5722 
1235 1236 



SEQUENCE 
nucleotide: 

ggacgcacaggcattccccgcgcccctccagccctcgccgccctcgccaccgctcccggc 
cgccgcgctccggtacacacaggatccctgctgggcaccaacagctccaccatggggctg 
gcctggggactaggcgtcctgttcctgatgcatgtgtgtggcaccaaccgcattccagag 
tctggcggagacaacagcgtgtttgacatctttgaactcaccggggccgcccgcaagggg 
tctgggcgccgadtggtgaagggccccgacccttccagcccagctttccgcatcgaggat 
gccaacctgatcccccctgtgcctgatgacaagttccaagacctggtggatgctgtgcgg 
gcagaaaagggtttcctccttctggcatccctgaggcagatgaagaagacccggggcacg 
ctgctggccctggagcggaaagaccactctggccaggtcttcagcgtggtgtccaatggc 
aaggcgggcaccctggacctcagcctgaccgtccaaggaaagcagcacgtggtgtctgtg 
gaagaagctctcctggcaaccggccagtggaagagcatcaccctgtttgtgcaggaagac 
agggcccagctgtacatcgactgtgaaaagatggagaatgctgagttggacgtccccatc 
caaagcgtcttcaccagagacctggccagcatcgccagactccgcatcgcaaaggggggc 
gtcaatgacaatttccagggggtgctgcagaatgtgaggtttgtctttggaaccacacca 
gaagacatcctcaggaacaaaggctgctccagctctaccagtgtcctcctcacccttgac 
aacaacgtggtgaatggttccagccctgccatccgcactaactacattggccacaagaca 
aaggacttgcaagccatctgcggcatctcctgtgatgagctgtccagcatggtcctggaa 
ctcaggggcctgcgcaccattgtgaccacgctgcaggacagcatccgcaaagtgactgaa 
gagaacaaagagttggccaatgagctgaggcggcctcccctatgctatcacaacggagtt 
cagtacagaaataacgaggaatggactgttgatagctgcactgagtgtcactgtcagaac 
tcagttaccatctgcaaaaaggtgtcctgccccatcatgccctgctccaatgccacagtt 
cctgatggagaatgctgtcctcgctgttggcccagcgactctgcggacgatggctggtct 
ccatggtccgagtggacctcctgttctacgagctgtggcaatggaattcagcagcgcggc 
cgctcctgcgatagcctcaacaaccgatgtgagggctcctcggtccagacacggacctgc 
cacattcaggagtgtgacaaaagatttaaacaggatggtggctggagccactggtccccg 
tggtcatcttgttctgtgacatgtggtgatggtgtgatcacaaggatccggctctgcaac 
tctcccagcccccagatgaatgggaaaccctgtgaaggcgaagcgcgggagaccaaagcc 
tgcaagaaagacgcctgccccatcaatggaggctggggtccttggtcaccatgggacatc 
tgttctgtcacctgtggaggaggggtacagaaacgtagtcgtctctgcaacaaccccgca 
ccccagtttggaggcaaggactgcgttggtgatgtaacagaaaaccagatctgcaacaag 
caggactgtccaattgatggatgcctgtccaatccctgctttgccggcgtgaagtgtact 
agctaccctgatggcagctggaaatgtggtgcttgtccccctggttacagtggaaatggc 
atccagtgcacagatgttgatgagtgcaaagaagtgcctgatgcctgcttcaaccacaat 
ggagagcaccggtgtgagaacacggaccccggctacaactgcctgccctgccccccacgc 
ttcaccggctcacagcccttcggccagggtgtcgaacatgccacggccaacaaacaggtg 
tgcaagccccgtaacccctgcacggatgggacccacgactgcaacaagaacgccaagtgc 
aactacctgggccactatagcgaccccatgtaccgctgcgagtgcaagcctggctacgct 
ggcaatggcatcatctgcggggaggacacagacctggatggctggcccaatgagaacctg 
gtgtgcgtggccaatgcgacttaccactgcaaaaaggataattgccccaaccttcccaac 
tcagggcaggaagactatgacaaggatggaattggtgatgcctgtgatgatgacgatgac 
aatgataaaattccagatgacagggacaactgtccattccattacaacccagctcagtat 
gactatgacagagatgatgtgggagaccgctgtgacaactgtccctacaaccacaaccca 



Figure IB 
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gatcaggcagacacagacaacaatggggaaggagacgcctgtgctgcagacattgatgga 

gacggtatcctcaatgaacgggacaactgccagtacgtctacaatgtggaccagagagac 

actgatatggatggggttggagatcagtgtgacaattgccccttggaacacaatccggat 

cagctggactctgactcagaccgcattggagatacctgtgacaacaatcaggatattgat 

gaagatggccaccagaacaatctggacaactgtccctatgtgcccaatgccaaccaggct 

gaccatgacaaagatggcaagggagatgcctgtgaccacgatgatgacaacgatggcatt 

cctgatgacaaggacaactgcagactcgtgcccaatcccgaccagaaggactctgacggc 

gatggtcgaggtgatgcctgcaaagatgattttgaccatgacagtgtgccagacatcgat 

gacatctgtcctgagaatgttgacatcagtgagaccgatttccgccgattccagatgatt 

cctctggaccccaaagggacatcccaaaatgaccctaactgggttgtacgccatcagggt 

aaagaactcgtccagactgtcaactgtgatcctggactcgctgtaggttatgatgagttt 

aatgctgtggacttcagtggcaccttcttcatcaacaccgaaagggacgatgactatgct 

ggatttgtctttggctaccagtccagcagccgcttttatgttgtgatgtggaagcaagtc 

acccagtcctactgggacaccaaccccacgagggctcagggatactcgggcctttctgtg 

aaagttgtaaactccaccacagggcctggcgagcacctgcggaacgccctgtggcacaca 

ggaaacacccctggccaggtgcgcaccctgtggcatgaccctcgtcacataggctggaaa 

gatttcaccgcctacagatggcgtctcagccacaggccaaagacgggtttcattagagtg 

gtgatgtatgaagggaagaaaatcatggctgactcaggacccatctatgataaaacctat 

gctggtggtagactagggttgtttgtcttctctcaagaaatggtgttcttctctgacctg 

aaatacgaatgtagagatccctaatcatcaaattgttgattgaaagactgatcataaacc 

aatgctggtattgcaccttctggaactatgggcttgagaaaacccccaggatcacttctc 

cttggcttccttcttttctgtgcttgcatcagtgtggactcctagaacgtgcgacctgcc 

tcaagaaaatgcagttttcaaaaacagactcatcagcattcagcctccaatgaataagac 

atcttccaagcatataaacaattgctttggtttccttttgaaaaagcatctacttgcttc 

agttgggaaggtgcccattccactctgcctttgtcacagagcagggtgctattgtgaggc 

catctctgagcagtggactcaaaagcattttcaggcatgtcagagaagggaggactcact 

agaattagcaaacaaaaccaccctgacatcctccttcaggaacacggggagcagaggcca 

aagcactaaggggagggcgcatacccgagacgattgtatgaagaaaatatggaggaactg 

ttacatgttcggtactaagtcattttcaggggattgaaagactattgctggatttcatga 

tgctgactggcgttagctgattaacccatgtaaataggcacttaaatagaagcaggaaag 

ggagacaaagactggcttctggacttcctccctgatccccacccttactcatcaccttgc 

agtggccagaattagggaatcagaatcaaaccagtgtaaggcagtgctggctgccattgc 

ctggtcacattgaaattggtggcttcattctagatgtagcttgtgcagatgtagcaggaa 

aataggaaaacctaccatctcagtgagcaccagctgcctcccaaaggaggggcagccgtg 

cttatatttttatggttacaatggcacaaaattattatcaacctaactaaaacattcctt 

ttctcttttttccgtaattactaggtagttttctaattctctcttttggaagtatgattt 

ttttaaagtctttacgatgtaaaatatttattttttacttattctggaagatctggctga 

aggattattcatggaacaggaagaagcgtaaagactatccatgtcatctttgttgagagt 

cttcgtgactgtaagattgtaaatacagattatttattaactctgttctgcctggaaatt 

taggcttcatacggaaagtgtttgagagcaagtagttgacatttatcagcaaatctcttg 

caagaacagcacaaggaaaatcagtctaataagctgctctgccccttgtgctcagagtgg 

atgttatgggattccttttttctctgttttatcttttcaagtggaattagttggttatcc 

atttgcaaatgttttaaattgcaaagaaagccatgaggtcttcaatactgttttacccca 

tcccttgtgcatatttccagggagaaggaaagcatatacacttttttctttcatttttcc 

aaaagagaaaaaaatgacaaaaggtgaaacttacatacaaatattacctcatttgttgtg 

tgactgagtaaagaatttttggatcaagcggaaagagtttaagtgtctaacaaacttaaa 

gctactgtagtacctaaaaagtcagtgttgtacatagcataaaaactctgcagagaagta 

ttcccaataaggaaatagcattgaaatgttaaatacaatttctgaaagttatgttttttt 

tctatcatctggtataccattgctttatttttataaattattttctcattgccattggaa 

tagaatattcagattgtgtagatatgctatttaaataatttatcaggaaatactgcctgt 

agagttagtatttctatttttatataatgtttgcacactgaattgaagaattgttggttt 

tttcttttttttgttttttttttttttttttttttttttgcttttgacctcccattttta 

ctatttgccaatacctttttctaggaatgtgcttttttttgtacacatttttatccattt 

tacattctaaagcagtgtaagttgtatattactgtttcttatgtacaaggaacaacaata 

aat cat a tggaaat 1 1 a t a 1 1 1 
protein: 

MGIAWGI/SVLFUraVCGTNRIPESGGDNSVFDIFELTGAARKGSGRRLVK^ 

Figure IC 
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lEDANLIPPVPDDKFQDLVDAVRAEKGFIiIXASLRQMKKmGTLI^^ 
SNGKAGTIJ)LSLTVQGKQgWSVRRAT.T.ATGQWKSrrLPVQEDMQT^YTO 
VPXQSVFTRDLAS lARUaAKGGVNDNFQGVLQNVRFVFGTTFEDIIJ^^^ 
TLDNNVVNGSSPAIRTOYIGHKTroLQAICGISCDELSSI^^ IRK 
VTEEMKELANEIJlRPPLCyHIIGVQYRNllEEWTVDSCTECHCQNSV^ IMPCSN 

ATVPDGECCPRCWPSDSADDGWSPWSEOTSCSTSCGNGIQQRGRSCTSLNNRCEGSSVOT 

RTCHIQECDKRFKQDGGWSHWSPWSSCSVTCGDGVITRIRUaiSPSPQMMGKP^ 

TKACKKDACPINGGWGPWSPWDICSVTCGGGVQKRSRLCN^ 

CinCQDCPIIXXXSNPCFAGVKCTSYPDGSWKCGACPPGYSGNGIQCro 

NHNGEHRCEMTDPGYNCLPCPPRfTGSQPFGCySVEHATANKQVCKPRNP Ci ' l^ ^ 

AKCNYLGEYSDPMYRCECKPGYAGNGIICGEimSIiIXSWPN^ 

LPNSGQEDYDKTCIGDACDODDDKSEaPDDRDNCPFHniPAQYDYDRDDVGDRCDK^ 

HNPDQADTDlOIGEGDACAADriXHXSILNERDNCQYVVNVDQRI^ 

NPDQIJ3SDSDRIG]3TCDmiQDIDEDGHQNOTJ:NCPYVPNANQADEDKDGKGDACDHDDDN 

DGIPDDKDNCRLVPNPDQKDSDGDGRGDACKDDFDHDSVPDIDDICPENVDISBTDFRRF 

QMIPLDPK6TSQNDPNWVVRHQGKEI«VQTVNa)PGIAVGYDEF^^ 

DYAGFVFGYQSSSRFYVVMWKQVTQSYWiraiPTRAQGYSGLS^^ 

WaTGNTPGQVRTLWEDPRHIGWKDFTAYRWRL5HRPRTGFIRVVMYEGKKI>^ 

KTYAGGRLGLFVFSQEMVFFSDUnfECHDP 




Figure ID 
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HT2143 Report 



RECORD INFORMATION 

Gene IBs 
Sequence ID: 
Protein IBs 
Sequence name: 
Genome: 
Taxon: 
Locus 2 

Cnwimnn Names 
Role ZDs 



2081 
2143 
2125 

thrombospondin 4 
nucleus 
Homo sapiens 
2081 

Chrombospondin 4 
40 



Coding sequence length: 2886 nt 

Transcript sequence length: 3074 nt 
Saqpression data: THC16aa97 



ACCESSION DATA 

HT2143 is derived from accessioas(s): 

S?:P35443 (TERCMBOSPONDIN 4 PSSCORSOR.) 
GB :219585 ( thrombospondin-4 {Homo sapiens}) 
Ga:Z19585 (H.sapieas tnRNA for thrombospondin-4) 
PIR; A55710 ( thrombospoodin 4 precursor - human) 



cDNA FEATURES 

Feature . End 5 End .3 



coding_seq 23 2913 

3*DT * 2914 3074 



SEQUENCE 
nucleotide: 

gaatcccgccgagcaggaagagccaacacgctggccccgcgcgcagccgccgtcctcctg 
ctgcacccggccctgcagcggcggCwagcggcaggcgcccaggccaccccccaggtctCw 
gacctcctcccacctcccagccagaggctaaacccaggcgccctgctgccagtcctgaca 
gaccccgccccgaatgatctctatgtgatccccaccttcaagccgcagactaaaagttca 
gccaccatctccggtctctaccctccaactgacaacagtaaatactctgaacctactgtg 
acgggacgctcaagcaaagccatcctccgttacctgaagaacgatgggaaggtgcattcg 

Figure 2A 
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gaattccggggagcaggaagagccaacatgctggccccgcgcggagccgccgtcctcctg 
ctgca.cctggtcctgcagcggtggct:agcggcaggcgcccaggccaccccccaggtcttt 
gaccttctcccatcttccagtcagaggctaaacccaggcgctctgctgccagtcctgaca 
gaccccgccctgaatgatctctatgtgatttccaccttcaagctgcagactaaaagttca 
gccaccatcttcggtctttactcttcaactgacaacagtaaatattttgaatttactgtg 
atgggacgcttaagcaaagccatcctccgttacctgaagaacgatgggaaggtgcatttg 
gtggttttcaacaacctgcagctggcagacggaaggcggcacaggatcctcctgaggctg 
agcaatttgcagcgaggggccggctccctagagctctacctggactgcatccaggtggat 
tccgttcacaatctccccagggcctttgctggcccctcccagaaacctgagaccattgaa 
ttgaggactttccagaggaagccacaggacttcttggaagagctgaagctggtggtgaga 
ggctcactgttccaggtggccagcctgcaagactgcttcctgcagcagagtgagccactg 
gctgccacaggcacaggggactttaaccggcagttGttgggtcaaatgacacaattaaac 
caactcctgggagaggtgaaggaccttctgagacagcaggttaaggaaacatcatttttg 
cgaaacaccatagctgaatgccaggcttgcggtcctctcaagtttcagtctccgacccca 
agcacggtggtcgccccggctccccctgcaccgccaacacgcccacctcgtcggtgtgac 
tccaacccatgtttccgaggtgtccaatgtaccgacagtagagatggcttccagtgtggg 
ccctgccccgagggctacacaggaaacgggatcacctgtattgatgttgatgagtgcaaa 
taccatccctgctacccgggcgtgcactgcataaatttgtctcctggcttcagatgtgac 
gcctgcccagtgggcttcacagggcccatggtgcagggtgttgggatcagttttgccaag 
tcaaacaagcaggtctgcactgacattgatgagtgtcgaaatggagcgtgcgttcccaac 
tcgatctgcgttaatactttgggatcttaccgctgtgggccttgtaagccggggtatact 
ggtgatcagataaggggatgcaaagtggaaagaaaotgcagaaacccagagctgaaccct 
tgcagtgtgaatgcccagtgcattgaagagaggcagggggatgtgacatgtgtgtgtgga 
gtcggttgggctggagatggctatatctgtggaaaggatgtggacatcgacagttacccc 
gacgaagaactgccatgctctgccaggaactgtaaaaaggacaactgcaaatatgtgcca 
aattctggccaagaagatgcagacagagatggcattggcgacgcttgtgacgaggatgct 
gacggagatgggatcctgaatgagcaggataactgtgtcctgattcataatgtggaccaa 
aggaacagcgataaagatatctttggggatgcctgtgataactgcctgagtgtcttaaat 
aacgaccagaaagacaccgatggggatggaagaggagatgcctgtgatgatgacatggat 
ggagatggaataaaaaacattctggacaactgcccaaaatttcccaatcgtgaccaacgg 
gacaaggatggtgatggtgtgggggatgcctgtgacagttgtcctgatgtcagcaaccct 
aaccagtctgatgtggataatgatctggttggggactcctgtgacaccaatcaggacagt 
gatggagatgggcaccaggacagcacagacaactgccccaccgtcattaacagtgcccag 
ctggacaccgataaggatggaattggtgacgagtgtgatgatgatgatgacaatgatggt 
atcccagacctggtgccccctggaccagacaactgccggctggtccccaacccagcccag 
gaggatagcaacagcgacggagtgggagacatctgtgagtctgactttgaccaggaccag 
gtcatcgatcggatcgacgtctgcccagagaacgcagaggtcaccctgaccgacttcagg 
gcttaccagaccgtgggcctggatcctgaaggggatgcccagatcgatccpaactgggtg 
gtcctgaaccagggcatggagattgtacagaccatgaacagtgatcctggcctggcagtg 
gggtacacagcttttaatggagttgacttcgaagggaccttccatgtgaatacccagaca 
gatgatgactatgcaggctttatctttggctaccaagatagctccagcttctacgtggtc 
atgtggaagcagacggagcagacatattggcaagccaccccattccgagcagttgcagaa 
cctggcattcagctcaaggctgtgaagtctaagacaggtccaggggagcatctccggaac 
tccctgtggcacacgggggacaccagtgaccaggtcaggctgctgtggaaggactccagg 
aatgtgggctggaaggacaaggtgtcctaccgctggttcctacagcacaggccccaggtg 
ggctacatcagggtacgattttatgaaggctctgagttggtggctgactctggcgtcacc 
atagacaccacaatgcgtggaggccgacttggcgttttctgcttctctcaagaaaacatc 
atctggtccaacctcaagtatcgctgcaatgacaccatccctgaggacttccaagagttt 
caaacccagaatttcgaccgcttcgataattaaaccaaggaagcaatctgtaactgcttt 
tcggaacactaaaaccatatatattttaacttcaattttctttagcttttaccaacccaa 
atatatcaaaacgttttatgtgaatgtggcaataaaggagaagagatcatttttaaaaaa 
aaaaaaaaaaaaaa 

protein: 

MLAPRGAAVLLI^VLQRWLAAGAQATPQVFDLLPSSSQRUIPGALLPVLTDPALNDL^ 
ISTFKLQTKSSATIFGLYSSTDNSKYFEFTVMGRLSKAILRYLKNDGKVHLVVFNNLQLA 
DGRRHRILLRLSNLQRGAGSLELYIiDCIQVDSVHNLPRAFAGPSQKPETIELRTFQRKPQ 

Figure 2B 
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ACDSCPDVSNPNQSbVDNDLVGDSCDTNQDSIXnXjHQDSTDNCOTVra 

DECDDDDDNDGIPDLVPPGPDNCRLVPNPAQEDSNSDGVGDICESDPDQDQVTDRIDVCP 

ENAEVTLTDFRAYQTVGLDPEGDAQIDPNWVVLNQCaffilVQTMNSDPGIAVGYTA 

FEGTFHVNTQTDDDYAGFIFGYQDSSSFYVVMWKQTEQTYWQATPFIIA^^ 

SKTGPGEHIJlNSLWHTGiyrSDQVRLLVnaDSRNVGWKDKVSYRW^ 

GSELVADSCVTIDTTMRGGRIiGVFCFSQENIIWSNIJaRaTO 

N 




Figure 2C 
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Mutation 
Type 


Missense 


Missence 


Flanking Seq 


TGGATGGCTGGCCCA[A/G]TGA 
GAACCTGGTGTG 


GAGTGTCGAAATGGA[G/C]CGT 
GCGTTCCCAACT 


Gene 

Description 


THBSl, 
thrombosp- 
ondin 1 


THBS4, 

thrombosp- 

ondin4 


Position 


2110 


1186 


Sequence ID 


HT:HT1220 
mRNA 


HT:HT2143_ 
mRNA 
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